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CELL DEATH RELATED DRUG TARGETS IN YEAST AND FUNGI 

The present invention relates to the identification of genes and proteins 
encoded thereof from yeast and fungi whose expression is modulated upon 
5 programmed cell death and which genes, proteins or functional fragments and 
equivalents thereof may be used as selective targets for dmgs to treat infections 
caused by or associated with yeast and fungi. 

Invasive fungal infections (e.g. Candida spp, Aspergillus spp., Fusarium 
spp., Zygomycetes spp.) (Walsh, 1992) have emerged during the past two 
10 decades as important pathogens causing fomnidable morbidity and mortality in an 
increasingly diverse and progressively expanding population of 
Immunocompromised patients. Those with the acquired immune deficiency 
syndrome (AIDS) constitute the most rapidly growing group of patients at risk for 
life-threatening mycosis. But fungal infections have also increased in frequency in 
15 several populations of other susceptible hosts, including very-low-birth-weight 
infants, cancer patients receiving chemotherapy, organ transplant recipients, bum 
patients and surgical patients with complications. 

These fungal infections are not limited to humans and other mammals, but 
are also important in plants where they can cause diseases or cause the 
20 production of unwanted compounds (e.g. Fusarium spp., Aspergillus spp., Botrltis, 
spp., Cladosporium spp.). 

Although recent advances in antifungal chemotherapy have had an impact 
on these mycoses, expanding populations of immunocompromised patients will 
require newer approaches to antifungal therapy. The discovery of novel antifungal 
25 agents i.s Vnun an ft.«t sential element of any new antifung al therapy . 
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Classical approaches for identifying anti-fungal compounds have relied 
almost exclusively on inhibition of fungal or yeast growth as an endpoint. Libraries 
of natural products, semi-synthetic, or synthetic chemicals are screened for their 
ability to kill or an'est growth of the target pathogen or a related nonpathogenic 
model organism. These tests are cumbersome and provide no infomiation about a 
compound's mechanism of action. The promising lead compounds that emerge 
from such screens must then be tested for possible host-toxiclty and detailed 
mechanism of action studies must subsequently be conducted to identify the 
affected molecular target. 

Cells from multicellular organisms can commit suicide in response to 
specific signals or injury by an intrinsic program of cell death. Apoptosis is a form 
of programmed ceil death which leads to elimination of unnecessary or damaged 
cells. To survive, all cells from multicellular organisms depend on the constant 
repression of this suicide program by signals from other cells (Raff, 1992). It has 
been assumed that such an altruistic form of cell survival arose with multlcellularity 
and would have been counterselected in unicellular organisms. Recent findings 
indicate, however, that a similar process of cell survival also operates in single- 
celled eukaryotes. 

It has been found that expression of the mammalian Bax gene triggers cell 
death in Saccharomyces cerevisiae and the fission yeast Schizosaccharomyces 
pombe with morphological changes similar to apoptosis (Jurgensmeier et al., 
1997). However, the mechanism of Bax lethality in S. cerevisiae remains unclear. 

Since it has been discovered that the mammalian Bax gene triggers 
apoptotic changes in yeast (Ligr et al., 1998), this can be an indication that the 
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molecular pathways eventually leading to programmed cell death may also be 
partially present In yeast cells and other unicellular eukaryotes. 

It is an aim of the present invention to provide nucleic acid as well as 
polypeptide sequences which represent potential molecular targets for the 
5 identification of new compounds which can be used in alleviating diseases or 
conditions associated with yeast or fungi infections. 

It is a further aim of the present invention to provide uses of these nucleic 
acid and amino acid molecules for the preparation of a medicament for treating 
diseases associated with yeast or fungL 
10 It is also an aim of the invention to provide phamnaceutical compositions 

and vaccines comprising these nucleic acids or polypeptides. 

It is also an aim of the present invention to provide vectors comprising 
these nucleic acids, as well as host cells transfected or transfonned with said 
vectors. 

15 It is also an aim of the invention to provide antibodies against these 

polypeptides, which can be used as such, or in a composition as a medicine for 
treating diseases associated with yeast and fungi. 

It is another aim of the invention to provide methods to selectively identify 
compounds capable of inhibiting or activating expression of such polypeptides in 
20 yeast or fungi infections. The nucleic acid and polypeptide molecules altematively 
can be incorporated into an assay or kit to identify these compounds. 

It is also an aim of the invention to provide a method of preventing Infection 
with yeast or fungi. 

It is also an aim of the invention to provide probes and primers derived from 
9^ thft n i iHein arirl fiftquennftfi of the invention. . 
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All the aims of the present invention have been met by the embodiments as 
set out below. 

The present Inventors identified a range of specific nucleotide sequences 
which are involved in the molecular pathways eventually leading to programmed 
cell death. 

According to a first embodiment, the invention relates to the use of a nucleic 
acid molecule encoding a polypeptide which is involved in a pathway eventually 
leading to programmed cell death of yeast or fungi and which nucleic acid 
sequence is selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 2. 4, 6, 8. 10, 12, 14, 16, 18, 20, 22, 24, 26, 
28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 68, 60, 62, 64, 66, 68, 
70, 72, 74, 76, 78, 80. 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 
108, 110, 112, 114, 116, 118, 120, 122, 124. 126. 128. 130, 132, 134, 136, 
138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 166, 
168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188. 190, 192, 194, 196. 
198. 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 
228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 250, 252, 254, 256, 
258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 
288, 290. 292, 294. 296, 298, 300. 302, 304, 306, 308, 310. 312, 314, 316, 
318, 320, 322, 324, 326, 328, 330, 332, 334. 336. 338, 340, 342, 344, 346, 
348, 350, 352, 354, 356, 358, 360. 362, 364. 366. 368. 370. 372. 374. 376, 
378, 380, 382, 384. 386, 388, 390, 392. 394, 396, 398, 400, 402, 404, 406, 
408, 410, 412, 414, 416. 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 
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438, 440, 442, 444, 446, 448, 450, 452, 454 or 456, or encoding a functional 
equivalent, derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% similar, preferably more than 75% or 80% similar, 

5 more preferably more than 85%, 90% or 95% similar and most preferably more 
than 97% similar to any of the amino acid sequences shown in SEQ ID NOs 2, 
4, 6, 8. 10, 12, 14. 16, 18. 20, 22, 24, 26, 28, 30, 32, 34. 36, 38, 40, 42, 44, 46. 
48, 50. 52, 54, 56, 58, 60, 62, 64. 66, 68, 70, 72, 74. 76, 78. 80, 82, 84, 86, 88, 
80, 92. 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118. 120. 122, 

10 124, 126. 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 
154, 156. 158. 160. 162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 
184, 186, 188. 190. 192, 194, 196, 198, 200, 202, 204, 206, 208. 210, 212, 
214, 216, 218, 220. 222. 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 
244, 246. 248. 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 

15 274, 276. 278, 280, 282, 284, 286, 288, 290. 292, 294, 296. 298, 300. 302, 
304, 306, 308, 310, 312, 314. 316, 318, 320, 322, 324, 326, 328, 330, 332, 
334, 336, 338, 340, 342, 344, 346, 348, 350, 352, 354, 366, 358, 360, 362, 
364, 366, 368, 370, 372, 374, 376, 378, 380, 382, 384, 386, 388, 390, 392, 
394, 396, 398, 400, 402, 404, 406. 408, 410. 412, 414, 416, 418. 420. 422, 

20 424, 426, 428, 430, 432, 434, 436, 438. 440, 442, 444, 446, 448. 450, 452, 454 
or 456; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% identical, preferably more than 75% or 80% identical, 
more preferably more than 85%, 90% or 95% identical and most preferably 

25 more than 9 7% identi cal to any of the amino acid sequences shown In SEQ ID 
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NOs 2, 4, 6, 8, 10. 12, 14. 16, 18. 20, 22, 24, 26, 28, 30. 32, 34, 36, 38, 40. 42, 
44, 46, 48, 50, 52, 54, 56, 58. 60, 62, 64, 66, 68. 70, 72, 74, 76, 78, 80. 82. 84. 
86, 88. 90, 92, 94, 96, 98. 100. 102, 104, 106. 108, 110, 112, 114, 116, 118, 
120, 122, 124, 126. 128, 130, 132, 134, 136, 138, 140, 142. 144, 146, 148, 
5 150, 152. 154, 156, 158, 160, 162, 164, 166, 168, 170, 172, 174, 176, 178, 
180, 182, 184, 186. 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 
210, 212. 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 
240. 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 
270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 296. 298, 

10 300, 302, 304, 306, 308, 310, 312, 314, 316, 318. 320. 322, 324, 326, 328, 
330. 332. 334. 336, 338, 340, 342, 344, 346, 348, 350, 352, 354. 356. 358. 
360. 362. 364. 366, 368, 370, 372. 374, 376, 378. 380, 382, 384, 386, 388, 
390, 392, 394, 396, 398, 400, 402, 404. 406, 408, 410, 412, 414, 416, 418, 
420, 422, 424, 426. 428. 430. 432. 434, 436. 438. 440, 442, 444. 446, 448, 

1 5 450, 452, 454 or 456; and 

(d) a nucleic acid molecule comprising a sequence as represented in any of SEQ 
ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 17, 19, 21, 23, 25, 27, 29, 31, 33, 35, 37, 39, 
41, 43, 45, 47, 49, 51, 53, 55, 57, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77, 79, 81, 
83, 85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 113, 115, 117, 

20 119, 121, 123, 125, 127, 129, 131, 133, 135, 137, 139. 141, 143. 145, 147, 
149, 151, 153, 155, 157, 159, 161, 163, 165, 167, 169, 171, 173, 175, 177, 
179, 181, 183, 185, 187, 189, 191, 193, 195, 197, 199, 201, 203, 205, 207, 
209, 211, 213, 215, 217, 219, 221, 223, 225, 227, 229, 231, 233, 235, 237, 
239, 241, 243, 245. 247. 249, 251, 253, 255. 257, 259. 261. 263. 265, 267, 
-25 269, 271, 273. 275, 277 , 2 79 , 281, 283, 285, 287, 289, 29 1, 293 . 295, 297 , 
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299, 301, 303, 305, 307, 309, 311. 313, 315, 317, 319, 321, 323. 325, 327, 
329, 331, 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 355, 357. 
359, 361, 363, 365, 367, 369, 371, 373, 375, 377, 379, 381. 383, 385, 387,^ 
389. 391, 393, 395. 397, 399, 401, 403, 405, 407, 409, 411, 413, 415, 417, 
5 419, 421, 423, 425, 427, 429, 431, 433, 435, 437, 439, 441, 443, 445, 447, 
449, 451, 453 or 455; 
(e) a nucleic acid sequence whicli is more than 70% identical, preferably more 
than 75 or 80% identical, more preferably more than 85%, or 90% or 95% 
idefiiicai and most preferably more than 87% identical to any of the nucleic acid 

10 sequences shown in SEQ ID NOs 1, 3, 5, 7. 9. 11. 13, 15. 17, 19. 21, 23, 25, 
27, 29, 31, 33, 35, 37, 39. 41. 43. 45, 47. 49, 51, 53. 55. 57, 59. 61. 63. 65. 67. 
69, 71, 73, 75, 77, 79, 81, 83. 85, 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 
107. 109, 111, 113, 115, 117, 119, 121, 123. 125, 127. 129. 131, 133, 135, 
137. 139, 141, 143, 145, 147, 149, 151, 153, 155, 157, 159, 161, 163, 165, 

15 167. 169. 171. 173, 175, 177, 179, 181, 183, 185, 187, 189, 191, 193, 195, 
197, 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 221. 223, 225, 
227, 229. 231, 233, 235, 237, 239, 241, 243. 245, 247, 249, 251. 253, 255, 
257, 259, 261. 263, 265, 267, 269, 271, 273, 275, 277, 279, 281, 283, 285, 
287, 289, 291, 293, 295, 297, 299, 301, 303. 305, 307, 309, 311, 313, 315, 

20 317, 319, 321, 323, 325, 327, 329, 331, 333, 335. 337, 339, 341, 343, 345, 
347, 349, 351, 353, 355, 357, 359, 361, 363, 365, 367, 369, 371, 373. 375, 
377, 379, 381, 383, 385, 387, 389, 391, 393, 395. 397. 399, 401, 403, 405, 
407, 409, 411, 413, 415, 417, 419, 421, 423, 425. 427, 429. 431. 433. 435, 
437, 439. 441. 443, 445. 447. 449, 451. 453 or 455; and 
25 (f) the c o mple m pn t nf any trf Jh e n i i r i pir a ri d seq i ifinnft s as specified In a) to ), 
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for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

Sequence simiiarity searches were performed using the BLAST software 
pacl<age version 2. Identity and similarity percentages were calculated using 
5 BLOSUM62 as a scoring matrix. 

As known in the art, "similarity" between two polypeptides is determined by 
comparing the amino acid sequence and its conserved amino acid substitutes of 
one polypeptide to the sequence of a second polypeptide. IS^oreover, also known 
in the art is "identity" which means the degree of sequence relatedness between 

10 two polypeptide or two polynucleotide sequences as determined by the identity of 
the match between two strings of such sequences. Both identity and similarity can 
be readily calculated. While there exist a number of methods to measure identity 
and similarity between two polynucleotide or polypeptide sequences, the terms 
"identity" and "similarity" are well known to skilled artisans (Carillo and Lipton, 

15 1988). Methods commonly employed to determine identity or similarity between 
two sequences include, but are not limited to, those disclosed In "Guide to Huge 
Computers (Bishop, 1994) and Carillo and LIpton (1988). Prefen-ed methods to 
determine identity are designed to give the largest match between the two 
sequences tested. Methods to detennine identity and similarity are codified in 

20 computer programs. Preferred computer program methods to determine identity 
and similarity between two sequences include, but are not limited to, GCG 
program package (Devereux et al., 1984), BLASTP, BLASTN and FASTA 
(Altschulefa/, 1990). 



25 — i nv e ntion from S ae charomyc e s cor o v is ia e a re d e fin e d in SEQ ID NOs 1, 3, 5, 7, 9r 



The nucleic acid sequences to be used according to this aspect of the 
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11, 13, 15, 17. 19, 21. 23. 25. 27. 29, 31, 33. 35. 37, 39, 41, 43. 45. 47. 49, 51. 53, 
65, 67, 59, 61, 63, 65, 67, 69, 71, 73, 75, 77. 79, 81. 83, 85, 87, 89. 91, 93, 95, 97, 
99, 101, 103, 105, 107, 109. 111. 113, 115, 117. 119. 121. 123. 125, 127, 129, 
131, 133. 135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 157, 159, 161, 
5 163, 165, 167, 169, 171. 173, 175. 177, 179. 181, 183. 185, 187, 189, 191, 193. 
196, 197. 199, 201, 203, 205, 207, 209, 211, 213, 215, 217, 219, 221, 223, 225, 
227, 229. 231, 233, 235, 237, 239, 241. 243, 245. 247, 249, 251. 253, 255, 257, 
259, 261 . 263. 265, 267, 269, 271, 273, 275, 277. 279, 281 and 283. The invention 
also relates to nucleic acid sequences from Candida afbicans. as represented by 

10 the SEQ ID NOs 285, 287, 289, 291 . 293, 295. 297, 299. 301 . 303, 305, 307, 309, 
311, 313, 315, 317, 319, 321, 323, 325, 327, 329, 331, 333, 335, 337, 339, 341, 
343, 345. 347, 349, 351, 353, 355, 357, 359, 361, 363, 365, 367, 369, 371, 373, 
375, 377, 379, 381, 383, 385, 387, 389, 391, 393. 395, 397, 399, 401, 403, 405, 
407. 409. 411, 413. 415, 417, 419, 421. 423. 425. 427. 429, 431. 433, 435. 437. 

15 439, 441, 443, 445, 447, 449, 461, 453 and 455. 

The expression "a pathway eventually leading to programmed cell death" 
refers to a sequence of steps ultimately leading to cell death and which can be 
triggered at various steps in this pathway by various agents, such as Bax. Bak, 
CED4, and hydrogen peroxide. 

20 The yeast or fungi according to the invention may be, but are not restricted 

to, pathogenic yeast or fungi. As such, yeast or fungi may cause infections in 
healthy individuals as well as in immunocompromised patients. 

The expression treating diseases associated with yeast and fungi" not only 
refers to diseases or infections caused by said organisms but also refers to allergic 
-25 — r o action s c aused- by sa i d org a nism s su ch as the so-called "professional diseases" 
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in, for instance, battery and brewery and tliat are caused by yeast or fungi whicli 
are commonly known as "non-patliogenic". 

The invention further relates to the use of nucleic acid sequence 
homologues of SEQ ID NOs 1, 3, 5, 7, 9. 11, 13. 15. 17. 19, 21. 23, 25, 27, 29, 31, 
5 33, 35, 37, 39, 41 , 43, 45. 47, 49, 51 , 53, 55, 57, 59, 61 . 63, 65, 67, 69, 71 , 73, 75, 
77, 79, 81, 83, 85. 87, 89, 91, 93, 95, 97, 99, 101, 103, 105, 107, 109, 111, 113, 
115, 117, 119, 121, 123. 125, 127, 129, 131, 133, 135. 137, 139, 141, 143, 145, 
147, 149, 151, 153. 155, 157, 159, 161, 163, 165, 167, 169. 171, 173, 175, 177, 
179, 181, 183, 185, 187. 189, 191, 193, 195, 197, 199, 201, 203, 205, 207, 209, 

10 211, 213, 215. 217, 219. 221, 223, 225, 227, 229, 231, 233, 235. 237, 239, 241, 
243, 245, 247, 249, 251, 253, 255, 257, 259, 261, 263, 265, 267, 269, 271, 273, 
275, 277, 279, 281, 283, 285, 287, 289. 291, 293. 295, 297, 299, 301, 303, 305, 
307, 309, 311, 313, 315. 317, 319, 321, 323. 325. 327, 329, 331, 333, 335, 337, 
339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 363, 365, 367. 369, 

15 371, 373, 375, 377, 379, 381, 383, 385, 387, 389. 391, 393, 395, 397, 399, 401, 
403, 405, 407, 409, 41 1. 413, 415, 417, 419, 421. 423, 425, 427, 429, 431, 433. 
435, 437, 439. 441, 443, 445. 447, 449, 451, 453 or 455. but isolated from other 
yeast and fungi which are also involved in a pathway eventually leading to 
programmed cell death. 

20 According to the invention, these sequences and their homologues in other 
yeast and fungi as well as the polypeptides which they encode represent novel 
molecular targets which can be incorporated into an assay to selectively identify 
compounds capable of inhibiting or activating expression of such polypeptides and 
their potential use in alleviating diseases or conditions associated with yeast or 
25 — fungHfrfeetionsT-such-a s dis e ases cause d b y Ca r iUida ~sp p., Asper gillus spp~ 
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Microsporum spp., Trichophyton spp., Fusariiim spp., Zygomycetes spp., Botritis, 
spp., Cladosporium spp., Malassezia spp., Epidermophyton floccosum, 
Blastomyces dermatitidis, Coccidioides immitis, Histoplasma capsulatum, 
Paracoccidioides brasiliensis, Cryptococcus neoformans, and Sporothrix 
5 schenckii. 

The present inventors were able to identify via macro array screening a 
range of genes involved in a pathway eventually leading to programmed cell death 
in the yeast Sacctiaromyces cerevisiae. As explained in Example 3, genes 
showing a difference of a factor 5 or more in expression as a result of Bax-induced 

10 cell death, were identified as differentially expressed candidate genes. Some of 
these genes are clearly down-regulated in a Sax-expressing strain, while other 
genes show an upregulated expression (Table 1). 

According to another embodiment, the invention also relates to a nucleic acid 
sequence encoding a polypeptide which is involved in a pathway eventually 

1 5 leading to programmed cell death of yeast or fungi selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302. 
304, 306, 308, 310. 312, 316, 318, 320, 322, 324, 326, 328. 330, 332, 338. 
342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 

20 374, 376, 380, 382, 384, 386. 388, 390. 392, 394, 398, 402, 404. 406. 408. 
410, 412, 416, 418, 422, 424, 426, 428. 430, 432, 434, 436, 438, 440, 442, 
444, 446, 448, 450, 452 or 454, or encoding a functional equh/alent, derivative 
or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
-25 wh i ch i s more than 70% s i m il ar, preferab l y more than 75% or 80% s i m il ar. 
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more preferably more than 85®/ , 90% or 95% similar and most preferably more 
than 97% similar to any of the amino acid sequences shown in SEQ ID NOs 
286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 318, 
320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352. 354, 356, 
358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 382, 384, 386, 388, 
390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 
428, 430, 432, 434, 436, 438, 440. 442, 444, 446, 448, 450. 452 or 454; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% identical, preferably more than 75% or 80% identical, 
more preferably more than 85%, 90% or 95% identical and most preferably 
more than 97% identical to any of the amino acid sequences shown In SEQ ID 
NOs 286. 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 
318. 320. 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 352, 354, 
356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 376, 380, 382. 384, 386, 
388, 390, 392, 394, 398, 402. 404, 406, 408, 410, 412, 416, 418, 422, 424, 
426. 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452 or 454; 

(d) a nucleic acid molecule comprising a sequence as represented In any of SEQ 
ID NO 285, 287, 289, 291, 293, 295. 297, 299, 301, 303, 305, 307, 309, 311, 
313. 316. 317. 319. 321. 323, 325. 327, 329, 331, 333, 335, 337, 339, 341, 
343, 345, 347. 349, 351, 353, 355, 357, 359. 361, 363. 365. 367. 369, 371, 
373, 375, 377, 379. 381, 383, 385, 387. 389. 391, 393. 395, 397. 399, 401, 
403, 405. 407. 409. 411, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 
433, 435, 437, 439, 441 , 443, 445, 447, 449, 451 , 453 or 455; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more 
th a n 7 5 % or 8 0 % i den t i c a l , mo re preferably more t han 8 5%, 90% or 95% 
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identical and most preferably more than 97% identical to any of the nucleic acid 
sequences shown In SEQ ID NO 285, 287, 289, 291 , 293, 295, 297, 299, 301 , 
303, 305, 307, 309, 311. 313. 315, 317, 319, 321, 323. 325, 327, 329, 331, 
333. 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 359, 361, 
5 363, 365, 367, 369. 371, 373, 375, 377, 379, 381, 383, 385, 387, 389, 391, 
393, 395, 397, 399, 401, 403, 405, 407, 409, 411, 413, 415, 417, 419, 421, 
423. 425, 427, 429, 431 , 433, 435, 437, 439, 441 , 443, 445. 447, 449, 451 , 453 
or 455; and, 

(f) the complement of any of the nucleic acid sequences as specified in a) to e)= 
10 According to a more specific embodiment, these nucleic acid sequences are 
derived from Saccharomyces cerevisiae, Candida albicans or Aspergillus 
fumigatus. 

A nucleic acid sequence according to the invention may comprise an mRNA 
sequence or alternatively a DNA sequence and preferably a cDNA sequence. A 
15 nucleic acid sequence according to the Invention may also comprise any modified 
nucleotide known in the art. 

The present invention further relates to a nucleic acid molecule capable of 
specifically hybridising to at least one of the nucleic acid molecules according to 
the invention, or the complement thereof, under high stringency conditions. 
20 The term "nucleic acid sequence" also includes the complementary 

sequence to any single stranded sequence given, or the antisense version thereof. 

The present invention more particularly relates to an antisense molecule 
comprising a nucleic acid sequence capable of hybridizing to any of the above 
defined nucleic acid sequences. 




Eh) 
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Polynucleotides according to the invention may be inserted into vectors in 
an antisense orientation in order to provide for tlie production of antisense RNA. 
Antisense RNA or other antisense nucleic acids may also be produced by 
synthetic means. 

5 The present invention also advantageously provides nucleic acid 

sequences of at least approximately 10 contiguous nucleotides of a nucleic acid 
according to the invention and preferably from 10 to 50 nucleotides. These 
sequences may, advantageously be used as probes or primers to initiate 
replication, or the like. Such nucleic acid sequences may be produced according 

10 to techniques well known in the art, such as by recombinant or synthetic means. 
The probes will hybridise specifically with any of the nucleic acid molecules of the 
invention. The primers will specifically amplify any of the nucleic acid molecules of 
the invention. 

The probes or primers according to the invention may also be used in 
15 diagnostic kits or the like for detecting the presence of a nucleic acid according to 
the invention. These tests generally comprise contacting the probe with the 
sample under hybridising conditions and detecting the presence of any duplex or 
triplex formation between the probe and any nucleic acid in the sample. 

According to the present invention these probes may be anchored to a solid 
20 support. Preferably, they are present on an array so that multiple probes can 
simultaneously hybridize to a single biological sample. The probes can be spotted 
onto the array or synthesized in situ on the array. (Lockhart et al., 1996). A single 
array can contain more than 100, 500 or even 1,000 different probes in discrete 
locations. Such arrays can be used to screen for compounds interacting with said 
25 probes! 
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Advantageously, the nucleic acid sequences, according to the invention 
may be produced using recombinant or synthetic means, such as for example 
using PGR cloning mechanisms which generally involve making a pair of primers, 
which may be from approximately 10 to 50 nucleotides to a region of the gene 
5 which is desired to be cloned, bringing the primers into contact with mRNA, cDNA, 
or genomic DNA from the yeast or fungal cell, perfonming a polymerase chain 
reaction under conditions which bring about amplification of the desired region, 
isolating the amplified region or fragment and recovering the amplified DNA. 
Generally, such techniques as defined herein are well known in the art, such as 

10 described in Sambrook et al. (1989). These techniques can be used to clone 
homologues of the nucleic acid sequences of the invention in other organisms. 

The nucleic acids or oligonucleotides according to the invention may carry a 
revealing label. Suitable labels include radioisotopes such as or ^S, enzyme 
labels or other protein labels such as biotin or fluorescent markers. Such labels 

15 may be added to the nucleic acids or oligonucleotides of the invention and may be 
detected using techniques known in the art. 

According to another embodiment of the invention, the nucleic acid 
sequences according to the invention as defined above may, advantageously, be 
included in a suitable expression vector which may be transformed, transfected or 

20 infected into a host cell. In such an expression vector the nucleic acid is operably 
linked to a control sequence, such as a suitable inducible promoter, or the like, to 
ensure expression of the proteins according to the invention in a suitable host cell. 
The expression vector may also comprise a reporter molecule. The expression 
vector may advantageously be a plasmid, cosmid, virus or other suitable vector 
2Et which is known to those skilled in the art. The e xpression vector and the host cell 
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defined herein also form part of tlie present invention. Preferably the host cell is a 
lower eukaryotic cell such as a yeast cell or a fungal cell. Yeast and fungal cells 
are particularly advantageous because they provide the necessary post- 
translational modifications to the expressed proteins of the invention, similar to 
5 those of the natural proteins from which they are derived. These modifications 
confer optimal conformation of said proteins, which when isolated may 
advantageously be used in kits, methods or the like. 

The invention further relates to any nucleic acid as defined above for use as 
a medicament. 

10 Nucleotide sequences according to the invention are particularly 

advantageous for providing selective therapeutic targets for treating yeast or fungi 
associated infections. For example, an antisense nucleic acid capable of binding 
to the nucleic acid sequences according to the invention may be used to 
selectively inhibit expression of the conresponding polypeptides, leading to 

1 5 impaired growth or death of yeast and fungi with reductions of associated illnesses 
or diseases. 

According to another embodiment, the invention also relates to the use of a 
polypeptide which is involved in a pathway eventually leading to programmed cell 
death of yeast or fungi, said polypeptide being selected from : 
20 (a) a protein having an amino acid sequence as represented in any of SEQ ID 



NOs 2, 4. 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38. 40, 42. 
44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82. 84, 
86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118, 
120. 122, 124, 126. 128, 130. 132. 134, 136, 138. 140. 142, 144, 146, 148, 



ISO, 154, 15R, 158, 1R0. 162, 1R4, 166, 168. 170, 172, 174, 176, 178, 
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180, 182, 184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 
210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230. 232, 234, 236, 238, 
240, 242. 244, 246, 248, 250, 252. 254. 256. 258, 260, 262. 264. 266, 268. 
270, 272. 274, 276. 278, 280, 282. 284. 286, 288. 290, 292, 294. 296, 298, 
300. 302. 304. 306, 308, 310. 312, 314, 316. 318, 320. 322. 324, 326, 328, 
330, 332, 334, 336. 338, 340, 342, 344, 346, 348, 350, 352, 354, 356, 358, 
360, 362. 364, 366. 368, 370. 372, 374, 376, 378, 380. 382. 384, 386, 388. 
390. 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 418, 
420, 422, 424, 426, 428, 430, 432. 434, 436. 43S, 440, 442, 444, 446, 448, 
450, 452. 454 or 456. or encoding a functional equivalent, derivative or 
bioprecursor of said protein; 
(b) a protein having an amino acid sequence which is more than 70% similar, 
preferably more than 75% or 80% similar, more preferably more than 85%, 
90% or 95% similar and most preferably more than 97% similar to any of the 
amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 
22, 24, 26, 28. 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50. 52, 54, 56, 58, 60, 62. 
64. 66. 68, 70, 72. 74. 76. 78. 80. 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102. 
104, 106. 108, 110, 112. 114, 116. 118, 120. 122. 124, 126, 128. 130. 132, 
134. 136. 138, 140. 142, 144, 146, 148, 150. 152, 154, 156, 158, 160, 162, 
164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 
194, 196. 198, 200, 202. 204, 206, 208, 210, 212. 214. 216, 218. 220, 222. 
224. 226. 228. 230. 232, 234, 236, 238, 240. 242, 244, 246, 248, 250, 252, 
254, 256, 258. 260, 262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282. 
284, 286, 288, 290, 292, 294, 296, 298. 300. 302. 304. 306. 308. 310. 312, 
314 , 3 1 0. 3 18. 32 0 , 322 , 3 2 4 . 326 , 328. 330. 332, 33 4, 33 6 . 3 38. 3 40. 342, 

2000] [it] 
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344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376. 378, 380, 382, 384. 386, 388, 390. 392, 394. 396, 398. 400. 402, 
404, 406, 408, 410, 412. 414. 416, 418, 420, 422, 424. 426, 428. 430, 432, 
434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454 or 456; 
5 (c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85^ , 
90% or 95% identical and most preferably more than 97% identical to any of 
the amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12. 14, 16, 18, 
20, 22, 24, 26. 28, 30, 32. 34, 36, 38, 40. 42. 44, 46, 48, 50, 52, 54, 56. 58, 60, 

10 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86. 88. 90, 92, 94, 96, 98, 100, 
102. 104. 106. 108. 110. 112. 114. 116, 118, 120. 122. 124, 126, 128. 130, 
132. 134, 136, 138, 140, 142, 144, 146. 148, 150, 152. 154, 156. 158. 160, 
162, 164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 
192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 

15 222, 224, 226. 228, 230. 232. 234, 236, 238, 240, 242, 244, 246, 248, 250, 

252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 276, 278. 280, 
282, 284, 286, 288, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 
312, 314, 316, 318, 320, 322, 324. 326. 328, 330, 332, 334, 336. 338, 340. 
342, 344, 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 

20 372, 374, 376. 378, 380, 382. 384. 386. 388. 390. 392. 394. 396. 398. 400. 

402, 404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 
432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454 or 456; and, 
(d) a functional fragment of any of said proteins as defined in a) to c). 
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for the preparation of a medicament for treating diseases associated with yeast or 

fungi. 

Functional fragments Include those comprising an epitope which is spelclfic 
for the proteins according to the invention. Epitopes may be determined using, for 

5 example, peptide scanning techniques as described in Geysen et al. (1996). 
Preferred functional fragments have a length of at least, for example, 5, 10, 25, 
1 00, 1 50 or 200 amino acids. 

The polypeptides to be used according to this aspect of the Invention from 
Sacchammyces cerevisea, are represented by SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 

10 16,18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 60, 52, 54, 56. 58, 
60, 62. 64, 66, 68, 70, 72, 74. 76, 78, 80, 82, 84. 86, 88, 90, 92, 94, 96, 98, 100, 
102, 104, 106, 108, 110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 
134, 136, 138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160, 162, 164, 
166, 168, 170, 172, 174, 176, 178, 180, 182, 184. 186, 188, 190, 192. 194. 196, 

15 198, 200, 202, 204, 206, 208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228. 
230, 232, 234. 236, 238. 240. 242, 244, 246. 248, 250, 252, 254, 256, 258, 260, 
262, 264, 266, 268, 270, 272, 274, 276, 278, 280, 282, and 284. Also according to 
the invention is the use of the polypeptides from Candida albicans as represented 
by the SEQ ID NOs 286. 288, 290, 292, 294, 296, 298, 300, 302, 304, 306, 308, 

20 310, 312, 314, 316. 318, 320, 322, 324, 326, 328, 330. 332. 334, 336, 338, 340, 
342, 344. 346, 348, 350, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376. 378, 380, 382, 384, 386, 388, 390, 392, 394. 396, 398, 400, 402, 404. 
406, 408, 410, 412. 414, 416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 
438, 440, 442, 444, 446, 448, 450, 452, 454 or 456. 
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The polypeptide or protein according to Vne invention may also include 
variants of any of the polypeptides of the invention as specified above having 
conservative amino acid changes. 

The nucleic acid molecule as defined in claim 1 or the polypeptide as 
5 defined in claim 2 of the invention may be provided in a pharmaceutically 
acceptable carrier, diluent or excipient therefor. 

The present invention also relates to a vaccine for immunizing a mammal 
against infections caused by yeast and fungi, comprising at least one 
(recombinant) nucleic acid molecule as defined in claim 1, or at least one 
10 (recombinant) polypeptide as defined in claim 2, in a pharmaceutically acceptable 
carrier. 

Pharmaceutically acceptable carriers include any carrier that does not itself 
induce the production of antibodies hamiful to the individual receiving the 
composition. Suitable cam'ers are typically large, slowly metabolizing 
15 macromolecules such as proteins, polysaccharides, polylactic acids, polyglycolic 
acids, polymeric amino acids, amino acid copolymers; and inactive virus particles. 
Such carriers are well known to those of ordinary skill in the art. 

A Vaccine" is an immunogenic composition capable of eliciting protection 
against infections caused by yeast or fungi, whether partial or complete. A vaccine 
20 may also be useful for treatment of an individual, in which case it is called a 
therapeutic vaccine. 

Said vaccine compositions may include prophylactic as well as therapeutic 
vaccine compositions. 



The term "therapeutic" refers to a composition capable of treating infections 



-25 — caus ed by yea st o r f ungi. 
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According to another embodiment, the present invention provides a method 
of identifying compounds which selectively inhibit, Induce or interfere with the 
expression of the nucleotide sequences of the invention, or compounds which 
selectively inhibit, activate or interfere with the functionality of polypeptides 
expressed from the nucleotide sequences according to the invention, or which 
selectively Inhibit, Induce or interfere with the metabolic pathways in which these 
polypeptides are involved, which method comprises (a) contacting a compound to 
be tested with yeast or fungal cells having a mutation which results In 
cverexpFesslcn or underexpression of at least one of the polypeptides as defined 
in claim 2, in addition to contacting wild type cells with said compound, (b) 
monitoring the growth, death rate or activity of said mutated cells compared to said 
wild type cells; wherein differential growth or activity of said mutated yeast or fungi 
cells is Indicative of selective action of said compound on a polypeptide in the 
same or a parallel pathway, (c) alternatively monitoring the growth, death rate or 
activity of said mutated cells compared to mutated cells which were not contacted 
with the compound to be tested, wherein differential growth or activity of said 
mutated yeast of fungi cells is indicative of selective action of said compound on a 
polypeptide in the same or a parallel pathway, (d) alternatively monitoring chang s 
in morphologic and/or functional properties of components in said mutated cells 
caused by the addition of the compound to be tested. 

According to the Invention, the term "mutation" includes deletions, 
insertions, duplications or any modification in the nucleic acid encoding said 
polypeptide, or at a different location in the genome of said cells. Influencing the 
expression of said nucleic acid or polypeptide. 
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Changes in morphologic and/or functional properties of ceil components 
which can be monitored include for example morphological and molecular 
changes such as abnormal cell morphology, nuclear fragmentation, DNA breakage 
or changes in the expression of certain enz/mes such as caspases, as well as 
monitoring changes in membrane potential or activity of mitochondria and release 
of cytochrome c from mitochondria. All these changes can be monitored on the 
whole cell which is contacted to the compound to be tested. 
The invention also relates to a method of identifying compounds which selectively 
modulate expression or functionality of polypeptides involved in a pathway 
eventually leading to programmed cell death of yeast and fungi or in metabolic 
pathways in which said polypeptides are involved, which method comprises (a) 
contacting a compound to be tested with yeast or fungal cells transformed, 
transfected or infected with an expression vector comprising an antisense 
sequence of at least one of the nucleic acid sequences as defined in claim 1 , 
which expression results in underexpresslon of said polypeptide, in addition to 
contacting one or more wild type cells with said compound, (b) monitoring the 
growth, death rate or activity of said transformed, transfected or infected cells 
compared to said wild type cells; wherein differential growth or activity of said 
transformed, transfected or infected yeast or fungal cells is indicative of selective 
action of said compound on a polypeptide in the same or a parallel pathway, (c) 
alternatively monitoring the growth, death rate or activity of said transformed, 
transfected or infected ceils compared to transformed, transfected or infected cells 
which were not contacted with the compound to be tested, wherein differential 
growth or activity of said mutated yeast of fungi cells is indicative of selective 
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alternatively monitoring changes In morphologic and/or functional properties of 
components in said transfonned, transfecled or Infected cells caused by the 
addition of the compound to be tested. 

The invention further relates to a method of identifying compounds which 
bind to or modulate the properties of polypeptides which are involved In a pathway 
eventually leading to programmed cell death of yeast or fungi, which method 
comprises (a) contacting a compound to be tested with at least one of the 
polypeptides as defined in claim 2, (b) detecting the complex fomned between the 
compound to be tested and said polypeptide, (c) altemativeiy, examining the 
diminution of complex formation between said polypeptide and a receptor, caused 
by the addition of the compound being tested, (c) alternatively, examining th 
alteration in the functional activity of the polypeptide, caused by the addition of the 
compound being tested. 

The invention also relates to a method of identifying compounds which 
selectively modulate expression of polypeptides which are Involved in a pathway 
eventually leading to programmed cell death of yeast or fungi which method 
comprises (a) contacting host cells transformed, transfected or infected with an 
expression vector comprising a promoter sequence of a nucleic acid molecule as 
defined in claim 1 joined in frame with a reporter gene and (b) monitoring 
increased or decreased expression of said reporter gene caused by the addition of 
the compound being tested. 

According to a preferred aspect of the invention, the yeast or fungi 
according to any of the methods described, are chosen from Saccharomyces 
cerevisiae, Schizosaccharomyces pombe, Candida albicans, or Aspergillus 
fumigatus. 
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The compounds identified using any of the methods described in the 
ihveritioh not only include compounds which exert their effect in promoting cell 
death of yeast and fungi, but also include compounds which prevent or delay cell 
death. The latter compounds can be used to prevent or delay apoptosis of 
endogenic yeast or fungi in humans and other mammals which may be caused by 
pathogens or toxic environmental components. 

According to the invention, alternative methods for identifying compounds 
which selectively modulate expression or functionality of polypeptides Involved in a 
pathway eventually leading to programmed cell death of yeast or fungi or in 
metabolic pathways in which said compounds are involved, may comprise the use 
of any other method known in the art resulting in gene activation, g ne 
inactivatlon, gene modulation or gene silencing. 

The compounds identified using any of the methods described in the 
invention not only include corripounds which exert their effect in promoting cell 
death of yeast and fungi, but also include compounds which prevent or delay cell 
death. The latter compounds can be used to prevent or delay apoptosis of 
endogenic yeast or fungi in humans and other mammals which may be caused by 
pathogens or toxic environmental components. 

The compounds to be screened may be of extracellular, intracellular, 
biologic or chemical origin. The protein or peptide fragments according to the 
invention employed in such a method may be for example in solution, affixed to a 
solid support, borne on a cell or phage surface or located intracellulariy. One may 
measure for example, the formation of complexes between the proteins of the 
invention and the compound being tested. Alternatively, one may examine th 
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diminution of complex fomiation between the protein acoording to the invention 
and a receptor caused by the compound being tested. 

Another technique for compound identification provides high throughput 
screening for compounds having suitable binding affinity to the polypeptides 
5 according to the invention. Hereby, large numbers of compounds are fixed to a 
solid substrate and tested for their binding affinity. 

Proteins which Interact with the polypeptide of the invention may be 
identified by investigating protein-protein Interactions using the two-hybrid vector 
system first proposed by Chien &t a!. (1891). 

10 This technique is based on functional reconstltutlon in wVo of a transcription 

factor which activates a reporter gene. More particularly the technique comprises 
providing an appropriate host cell with a DNA construct comprising a reporter gene 
under the control of a promoter regulated by a transcription factor having a DNA 
binding domain and an activating domain, expressing in the host cell a first hybrid 

15 DNA sequence encoding a first fusion of a fragment or all of a nucleic acid 
sequence according to the invention and either said DNA binding domain or said 
activating domain of the transcription factor, expressing in the host at least one 
second hybrid DNA sequence, such as a library or the like, encoding putative 
binding proteins to be investigated together with the DNA binding or activating 

20 domain of the transcription factor which is not Incorporated in the first fusion; 
detecting any binding of the proteins to be investigated with a protein according to 
the invention by detecting for the presence of any reporter gene product in the 
host cell; optionally isolating second hybrid DNA sequences encoding the binding 
protein. 
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An example of such a technique utilizes the GAL4 protein in yeast. GAL4 is 
a transcriptional activator o1 galactose metabolism in yeast and has a separate 
domain for binding to activators upstream of the galactose metabolising genes as 
well as a protein-binding domain. Nucleotide vectors may be constructed, one of 
5 which comprises the nucleotide residues encoding the DNA binding domain of 
GAL4. 

These binding domain residues may be fused to a known protein encoding 
sequence, such as for example the nucleic acids according to the invention. The 
other vector comprises the residues encoding the protein-binding domain of GAIj4. 
10 These residues are fused to residues encoding a test protein. Any interaction 
between polypeptides encoded by the nucleic acid according to the invention and 
the protein to be tested leads to transcriptional activation of a reporter molecule in 
a GAL-4 transcription deficient yeast cell into which the vectors have been 
transformed. Preferably, a reporter molecule such as B-galactosidase is activated 
15 upon restoration of transcription of the yeast galactose metabolism genes. 

The invention also relates to a compound identified using any of the 
methods of the invention. 

Compounds identifiable or identified using a method according to the 
invention, may advantageously be used as a medicament, or in the preparation of 
20 a medicament to treat diseases or conditions associated with yeast and fungi 
infections, for instance Candida spp., Aspergillus spp., Microsporum spp., 
Trichophyton spp., Fusarium spp.. Zygomycetes spp., Botritis, spp., Cladosporium 
spp., Malassezia spp., Epidermophyton floccosum, Blastomyces dermatitidis, 
Coccidioides immitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, 
-25 — Cryptococcus n e of emmns, and — Sporothrix GCh o ncldi i nf o ctions. — These- 
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compounds may also advantageously be included in a pharniaceutical 
composition together with a phamiaceutlcally acceptable carrier, diluent or 
excipient therefor. 

A medicament according to the invention not only relates to fungistatic 
5 compounds for treating humans or mammals but also relates to fungicides for 
treating plants. 

The invention also relates to genetically modified yeast or fungi in which 
modification results in the overexpression or underexpression of at least one of the 
nucleic acids as defined in claim 1 or the polypeptides as defined in claim 2. which 

10 overexpression or underexpression of said nucleic acid or polypeptide prevents or 
delays apoptosis of said genetically modified yeast or fungi. These genetically 
modified organisms may have a positive effect on the endogenic flora of humans 
and other mammals. The genetically modified yeast or fungi can be included in a 
pharmaceutical composition or can be used for the preparation of a medicament 

15 for prophylactic or therapeutic use. 

Also according to the invention is the use of a compound according to claim 
10 for the preparation of a medicament for modifying the endogenic flora of 
humans and other mammals. 

According to another embodiment, the invention also relates to an isolated 

20 protein which is involved in a pathway for programmed cell death of yeast or fungi 
selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID 
NOs 286. 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 
318, 320, 322, 324, 326, 328, 330, 332, 338, 342, 344, 346, 348, 362, 354, 
25 356. 358. 360. 362. 364. 366. 368. 370. 372. 374. 376. 380. 382. 384. 386. 
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388, 390, 392, 394, 398, 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 
426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452 or 454, 
or encoding a functional equivalent, derivative or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% similar, 
preferably more than 75% or 80% similar, more preferably more than 85%, 90 
or 95% similar and most preferably more than 90% similar to any of the amino 
acid sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 
302, 304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 
338, 342, 344, 346, 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 
372, 374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404, 406, 
408, 410. 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 
442, 444, 446, 448, 450, 452 or 454; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 75% or 80% identical, more preferably more than 85%, 
90% or 95% identical and most preferably more than 97% identical to any of 
the amino acid sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 
298, 300. 302, 304, 306, 308. 310, 312, 316, 318, 320, 322, 324, 326, 328, 
330, 332, 338, 342, 344, 346, 348, 352. 354, 356, 358. 360. 362. 364, 366. 
368, 370, 372, 374, 376, 380, 382, 384. 386, 388, 390, 392, 394, 398, 402, 
404, 406, 408, 410, 412, 416, 418, 422, 424, 426, 428, 430, 432, 434, 436, 
438, 440, 442, 444, 446, 448, 450, 452 or 454; and, 

(d) a functional fragment of any of said proteins as defined In a) to c). 

According to the invention, the polypeptides as defined above may be used 
as a medicament. 
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Also encompassed within the present invention are antiixxiies, monoclonal 
or polyclonal, capable of specifically binding to one or more epitopes of the 
proteins of the invention. The term "specific binding" implies that there is 
substantially no cross-reaction of the antibody with other proteins. 
5 The antibodies according to tlie invention may be produced according to 

techniques which are icnown to those skilled in the art. MorKXSIonaf antibodies may 
be prepared using conventional hybridoma technology as described by Kohler an6 
Milstein (1979). Polyclonal antibodies may also be prepared using conventional 
technology well known to those skilled In the art, and which comprises inoculating 

10 a host animal, such as a mousey with a protein or epitope according to th 
invention and recovering the immune serum. The present invention also includes 
fragments of whole antibodies which maintain their binding activity, such as for 
example. Fv, F(ab') and F(ab')2 fragments as well as single chain antibodies. 

Antibodies according to the invention may also be used in a method of 

15 detecting the presence of a polypeptide according to the invention, which method 
comprises reacting the antibody with a sample and identifying any protein bound 
to said antibody. A kit may also be provided for performing said method which 
comprises an antibody according to the Invention and means for reacting the 
antibody with said sample. 

20 The antibodies according to the invention may be used as a medicament or 

may be comprised in a pharmaceutical composition. According to a more specific 
embodiment, the antibodies may be used in the preparation of a medicament for 
treating diseases associated with yeast and fungi such as, but not restricted to. 
Candida albicans, Aspergillus spp., Fusarium spp., Botritis, spp., Cladosporium 
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5 



The invention also relates to a method of preventing infection with yeast or 
fungi, comprising administering a composition containing at least one polypeptide 
of the invention to a mammal in effective amount to stimulate the production of 
protective antibody or protective T-cell response. 

The invention, now being generally described, may be more clearly 
understood by reference to the following examples, which are included merely for 
purposes of illustration of certain aspects and embodiments of the present 
invention and are not intended to limit the invention. The contents of all references 
referred to in this text are hereby incorporated by reference. 




[02-07-1999) 



EF>998^0141^ 



31 



10 



15 



FIGURE AND TABLE LEGENDS 
Figure 1. Saccharomyces cerevisiae sequences based on infonmation obtained 
from the Saccharomyces Genome Database (SGD) (SEQ ID Nos 1 to 
284) 

Figure 2. Candida albicans sequences (SEQ ID Nos 285 to 456). 

Figure 3 . Yeast genome macroarray containing a total of 6144 gene ORFs 
spotted on 2 nylon membrane filters. The filters are cut in the upper 
right comer for orientation and the DMA is on the labelled side of the 
filter. Each filter contains 2 fields and each field is divided into 8 grids, 
organised in 24 rows and 8 columns. 

The spots represent the genome wide expression profile without (A) 
and with (B) 0ax modulated expression. 

Table 1. Genes modulated by Bax expression in S. cerevisiae. This list includes 
all the genes for which mRNA levels changed more than fivefold. Th 
factor by which the transcript level was affected, is expressed as the Qt 
value. Upregulation or downregulation of a specific mRNA is stated 
when Qt had a value of at least five or at most 0,21 , respectively. 

EXAMPLES 

Example 1 . Differential gene expression analysis upon Bax-induced c II 
death 

Materials and media 

Bacterial strain Esctierichia coli MCI 061 (Casadaban and Coh n, 1980) 
was used for the c o n s truction a nd the a mplif i cation of plasm i ds . Yeast strains were 
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grown under normal conditions on standard media (Sherman et al., 1979). The 
Saecharomyces cereviseae sXraln INVScI (Invitrogen®) was transformed by 
means of the lithium acetate method (SchiestI and Gletz, 1989) with YIpUTyL or 
YipUTYLMuBax, after linearisation in the Ty 6 element (Zhu, 1986). 



Cloning of mouse BAX cDNA 

Mouse Bax cDNA, encoding the mouse Bax-a protein, was cloned by Pfu 
DNA polymerase (Stratagene®) chain reaction amplification (PGR) from an 
EL4/13.18 thymoma cDNA library (BCCM™/LMBP-LIB15) by making use of the 



5'-ATGGACGGGTCCGGGAGCAG-3' and 
5'-TCAGCCCATCTTCTTCCAGATGGTGAG-3'. 

The resulting PGR product was cloned in a H/ncll-openend pUC19 
according to standard procedures (SambrookJ. efa/., 1989). 



Plasmid constructions 

The 2p ori and the URA3 marker gene were removed from pUT332 
(Gatignol et al., 1990) by successive digestions with C/al and Bghl A SamHI- 
H/ndlll GAL1 promoter fragment was ligated Into the 6gyil-H/ndiil-opened plasmid. 

20 A Xb^'FsfA FLP terminator fragment was inserted into this Xt>al-H/ndlll(blunted)- 
opened plasmid so that the plasmid YIpUT was obtained. Insertion of a blunted 
EcoRI-SsaAl Ty 8 element In the Kp/7l--Aafll-opened and blunted YIpUT resulted in 
the plasmid YIpUTy. Subsequent insertion of the LEU2 marker gene, as a blunted 
SsaAI-BsfGI fragment, in the BamHI-openend and blunted YIpUTy resulted in the 

25 plasmid YIpUTyL. 



5 



10 primers: 



15 
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Mouse Bax cDNA was excised from pUC19 by digestion with Xba\ and 
H/ndlll and subcloned into the Xtel^H/ndlll-opened piasmid YIpUTyL, obtaining 
the final expression piasmid YIpUTyLMuBax. 

The piasmid YIpUTyLMuBax has been deposited in the BCCM™/LMBP 
5 culture collection as pSCTyGALmBax with accession number 3871 under 
restricted use. 

GeneFiiters 



10 (Huntsville, AL. USA). 

The Yeast GeneFiiters™ are hybridization ready nylon membranes 
containing a total of 6144 gene ORFs (Open Reading Frames) individually 
amplified by PGR and spotted on 2 nylon membrane filters (Filter I and II). The 
filters are cut in the upper right comer and the DNA is on the labeled side of the 



Filter I contains 3072 ORFs organized Into two fields (fields 1 and 2). Each 
field contains 1536 ORFs divided into 8 grids (A, B, C, D, E, F, G and H). The 
grids are organized in 24 rows and 8 columns. 

Filter 11 contains 3072 ORFs organized in two fields (field 3 and 4). Fields 3 
20 and 4 are organized in the same way as fields 1 and 2. 

ne Yeast ORF target 

The yeast filters consist of over 6000 PGR products conresponding to 6144 
yeast ORFs derived from the SGD. The PGR reactions used ORF specific primer 
-25 pa i rs ri n signnd to n mpl i fy th e- f> n tir p nppn rp a rii ng frame. The primers were 



The Yeast GeneFiiters™ v 



were purchased from Research Genetics Inc. 



15 filter. 
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generated from unique sequences containing tlie start codon ATG and temnination 
codon (kindly provided by M. Cherry at Stanford Genome Center). Thus the PCR 
product contains the complete open reading frame including the start and stop 
codons. These products were purified and resuspended at 50 nanograms per 
5 microliter in a colored solution to allow the printing to be monitored. A robotic 
device was used to spot approximately 1/10 of a microliter of the denatured PCR 
product solution on a positively charged nylon membrane. The DNA was then UV 
cross-linked to the membrane. 



10 Results 

Induction of Bax-expression in yeast cells 

Precultures of yeast strain INVScI containing YIpUTyLMuBax, wherein 5 
Bax-cassettes under the control of the GAL1 promoter are integrated in the 

15 genome near Ty 5 elements, were grown overnight in parallel with the yeast strain 
INVScI containing YIpUTyL as a control. The precultures were diluted to an ODeoo 
of 0,25 in 100 ml minimal glucose-containing medium and grown for about 8 hours 
at 30°C until an ODeoo of 1 to 1,5 was reached. Subsequently, the yeast cells were 
transferred into minimal galactose-containing medium at an ODeoo of 1 (Bax- 

20 expressing strains) or 0,4 (control strains) and grown for an additional 15 hours 
period. 

RNA Isolation 

25 Total RNA was isolated using RNApure™ Reagent (Genhunter Corporation 

Nashville, TN, USA) according to the GenHunter protocol. 1.5 10® cells were 
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concentrated In a microcentrifuge tube and 1ml RNApure™ Reagent was added 
together with 1 g of glass pearls. The yeast cells were broken by thorough mixing 
during five 2-minutes periods, and placed on ice in-between to avoid RNase 
digestion. Chloroform (150 pi) was added to the lysate and centrifuged for 10 min 
5 at 4°C and at 15000 rpm. The supernatant was transferred to a new tube and the 
RNA was precipitated with an equal volume of isopropanol. After 10 min 
Incubation on ice, the RNA was pelleted by centrifugatlon and the pellet was 
washed with 70% ice-cold ethanol. The dried RNA pellet was resuspended in 50 pi 
RNAse free dHaO. 



First strand cDNA synthesis in the presence of a-^P dCTP 

Probes with high specific activity were prepared by first strand cDNA 
synthesis using total RNA isolated from INVSclYlplTTyLMuBax or 
INVSclYlpUTyL yeast cells and incorporation of a-^P dCTP as follows: 2 pi (1 
15 pg/ml) of Oligo dT was added to 20 \ig of total RNA in a maximal volume of 8 \i\ 
RNase-free 6H2O and incubated at 70" for 10 min. After cooling down on ice for 1 
min, tiie following components were added: 



1 ,5 pi 20 mM dXTP-solution (X = A, G and T) (Pharmacia) 

1 ,5 pi Superscript™ Reverse Transcriptase (200 units/pl) (GIBCO-BRL) 

10 pi a-^^P dCTP (lOmCi/ml, 3000 Ci/mmol) (Amersham) 

and incubated for 2 h at 37°C during which first strand cDNA synthesis took 



10 



6 pi 5x concentrated First Strand Buffer (GIBCO-BRL) 



1 Ml 0.1 M DTT 



20 



1 pi RNase Block (40 units/pl) (Stratagene) 



25 place. 
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Unincorporated label was separated from the probe on a Sephadex G-50 column 
(Pharmacia). The radioactivity incorporated in the probe was measured by liquid 
scintillation. The specific activity of the probes was 3,1 10^ cpm/jjg and 3 10® 
cpm/pg for the INVSclYipUTyL and the INVSclYipUTyLMuBax probe. 
5 respectively. 

Additionally, the length of first strand cDNA probes was controlled on an 
alkaline 2% agarose gel using standard electrophoresis techniques, and resulted 
in the detection, via stimulated phosphorescence autoradiography, of the bulk of 
the fragments around 500 bp. 



Hybridisation with tlie S. cerevisiae Yeast GeneFitters™ and signal detection 
The Yeast GeneFilters™ were successively hybridised with the a-^P dCTP 
labelled cDNA probes using the MicroHyb^^ solution provided by the manufacturer 
15 (Research Genetics Inc., Huntsville, AL, USA). This solution was applied as well in 
the prehybridisation step as during hybridisation. The MicroHyb solution contains 
formamide to allow hybridisation to occur at lower temperatures. 

The hybridisation experiment was performed essentially as follows: during 
prehybridisation, the Yeast GeneRlters™ were placed in a hybridisation flask 
20 (35x250 mm) filled with 10 ml MicroHyb™ solution (42°C) containing 5 pi polydA 
(0,5 pg/ml) and incubated for 24 hours at 42*'C whilst rotating. After disposal of the 
prehybridisation solution, the denatured (3 min at lOOX) cDNA probe (3.1.10® 
cpm/pg, 6,5.10^ cpm) was added in 5 ml prewanned MicroHyb solution and again 
incubated overnight at 42°C whilst rotating. Following two wash steps of 20 mIn in 
25 wash buffer (2x SSC, 1% SDS) at 50''C, a third more stringent wash step was 
performed in a second wash buffer (0,5x SSC, 1% SDS) for an additional 15 min 



10 
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at room temperature. The filters were flushed with dH20 to avoid SDS 
-preeipitatlon. The Yeast GeneRlters™ were placed In a Phosphorlmager™ 
cassette with storage phosphorscreen. After 4 days of development the screen 
was developed and scanned using the Phosphorlmager™ 455 SI from Molecular 
5 Dynamics. The results of these can be seen In Figure 3. 

In-between the hybridisation experiments, the filters were stripped off by 
incubation in 500 ml of a 0,5% SDS solution (prewamied to near boiling 
temperature) during at least 1 hour at room temperature. 

1 0 Example 2 . Quantification of hybridisation Signals 

Quantification of the hybridisation signals was done using the 
ImageQuant™ 4.1 software tool from Molecular Dynamics (Sunnyvale. CA). The 
quantification was performed per grid of the Yeast GeneFilters™, and by drawing 
a roster of 24 columns and 8 rows onto each grid of each filter. As such, each 
15 rectangle of the roster corresponds to a spot on the Yeast GeneFilters™. 
Subsequently, from each grid a volume-report (quantification) was drawn up and 
the data were transferred to a Microsoft™ Excel sheet. Also for each grid a 
correction factor was calculated. Signals neighboring big and 6axk spots were 
separately quantified. For each grid, a baclcground level was calculated. 
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Statistical processing of quantif icati n results 

The statistical processing of the results was accomplished in Microsoft^'^ 
Excel. For each grid, the following statistical functions were separately defined: 
5 1 . The frequency of occun^ence of the values in a precisely defined intensity 

range(data range), established between 1000 and 61000, split up in intenrals of 
5000. 

2. The frequency in terms of percentage. 

3. The cumulated frequency in tenns of percentage. 

10 These numeric values were used for the graphical display of the cumulated 

frequency in terms of percentage. 

Subsequently, the results of the two experiments (hybridization with cDNA 
from YIpUTyL containing INVScI ceils and hybridization with cDNA from 
YIpUTyLiy/luBax containing INVScI cells) were integrated by detennination of a 

15 second range of statistical functions: 

1 . The average of the values of the two experiments for each spot on the 
filter. 

2. The standard deviation on this average. This is a measure for the 
distribution of the values around this average. 

20 3. The standard deviation in terms of percentage. 

The quotient of the values of the second experiment (Bax expression) 
against the values from the first experiment (control) was determined. This 
immediately gives the factor by which the expression of a specific gene is changed 
upon Bax induction. 
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In order to process all these data and to be able to discriminate between 
differ nces in gene expression, a gene showing a standard deviation in terms of 
percentage of at least 90% and a difference of a factor 5 in expression as a result 
of Bax induction, was Identified as a differentially expressed candidate gene. 
5 (Table 1 ). Requantif ication of these candidates confimned their selection. 

When the expression pattern of all 6144 genes is compared in the two 
experiments, it could be concluded that the expression profile of 142 genes (this is 
2,3 %) has been changed with at least of factor 5. An overview of these genes as 
well as the factors with which they are up- or dGwn=rsgu!ated is shown in Table 1 . 
10 The sequences of these genes and the amino acid sequences which they encode 
are shown in Figure 1 . 

Example 3 . Search for homologues in Candida albicans 

Sequence similarity searches against public and commercial sequence 

15 databases were perfomied with the BLAST software package (Altschul et al., 
1990) version 2. Both the original nucleotide sequence and the six-frame 
conceptual translations were used as query sequences. The used public 
databases were the EMBL nucleotide sequence database (Stoesser et al., 1998), 
the SWISS-PROT protein sequence database and its supplement TrEMBL 

20 (Bairoch and Apweiler, 1998), and the ALCES Candida albicans sequence 
database (Stanford University, University of Minesota). The commercial sequence 
database used was the PathoSeq^"^ microbial genomic database (Incyte 
Pharmaceuticals Inc., Palo Alto, CA, USA). 

Sequence similarity searches were performed using the BLAST software 

^ p a rl faqp \/Pr«tinn 9 ThP irtantity hetwea n 2 seq u ences waS Calculated aS 
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percentage identical residues, the similarity percentage between two sequences 
was calculated using BLOSUM62 as a scoring matrix. 

Example 4 . Screening for compounds modulating expression f 
5 polypeptides involved in induction of cell death of C. albicans 

The method proposed is based on observations (Sandbal<en et al., 1990; 

Hinnebusch and Liebman 1991; Ribogene PCT WO 95/11969, 1995) suggesting 

that underexpression or overexpression of any component of a process (e.g. 

translation) could lead to altered sensitivity to an inhibitor of a relevant step in that 
10 process. Such an inhibitor should be more potent against a cell limited by a 

deficiency in the macromolecule catalyzing that step and/or less potent 

macromolecule, as compared to the wild type (WT) cell. 

Mutant yeast strains, for example, have shown that some steps of 

translation are sensitive to the stoichiometry of macromolecules involved. 
15 (Sandbaken et al., 1990). Such strains are more sensitive to compounds which 

specifically perturb translation (by acting on a component that participates in 

translation) but are equally sensitive to compounds with other mechanisms of 

action. 



20 compound perturbs a certain process but also an indication of the site at which it 
exerts its effect. The component which is present in altered form or amount in a 
cell whose growth is affected by a test compound is potentially the site of action of 
the test compound. 



-25 i sog enic strain w hi ch h a s been mo ri i fieri o nly in a rertain spftrifin altela^ rftlatiyp to 



this method thus not only provides a means to identify whether a test 



The assay to be set up involves measurement of growth or death rate of an 
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a wild type (WT) Candida albicans strain, in the presence of R-compounds. Strains 
can be ones in wliich-the expression of a specific protein is impaired upon 
induction of anti-sense or strains whicli cany disruptions in an essential gene. An 
in silico approacli to find novel genes in Candida albicans will be performed. A 
5 number of essential genes identified in this way will be disrupted (in one allele) 
and the resulting strains can be used for comparative growth and/or death rate 
screening. 

Example 5 . Assay for High Throughput screening for drugs. 

10 35 pi minimal medium (S medium + 2% galactose 2% maltose) is 

transferred in a transparent flat-bottomed 96 well plate (MW96) using an 
automated pipetting system (Multidrop, Labsystems). A 96-channel pipettor 
(Hydra, Robbins Scientific) transfers 2.5 \i\ of R-compound at 10"® M in DMSO 
from a stock plate into the assay plate. 

15 The selected Candida albicans strains (mutant and parent (CAM) strain) 

are stored as glycerol stocks (15%) at -70°C. The strains are streaked out on 
selective plates (SD medium) and incubated for two days at SCC. For the parent 
strain, CAM, the medium is always supplemented with 20 pg/ml uridine. A single 
colony is scooped up and resuspended in 1 ml minimal medium (S medium + 2% 

20 galactose + 2% maltose). Cells are incubated at 30°C for 8 hours while shaking at 
250 rpm. A 10 ml culture is inoculated at 250.000 cells/ml. Cultures are incubated 
at 30°C for 24 hours while shaking at 250 rpm. Cells are counted in Coulter 
counter and the final culture (S medium + 2% galactose + 2% maltose) is 
inoculated at 20.000 to 50.000 cells/ml. Cultures are grown at 30°C while shaking 
-25 — at PSn rpm u ntil a final OD^ of 0.24 Q.QA) is reached. ^ 
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200 Mi of this yeast suspension is added to all wells of MWSe plates 
containing R-compounds in a 450 |jI total volume. MW96 plates are incubated 
(static) at SCC for 48 hours. 

Optical densities are measured after 48 hours. 

5 Test growth is expressed as a percentage of positive control growth for both 

mutant (x) and wild type (y) strains. The ratio (x/y) of these derived variables is 
calculated. 
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TabI 1. 



ORF 1 


Qt 


Sequ nee ID Number 


YAR0S1W 


7.80 


SEQ ID NO 1 




11.19 


SEQ ID NO 3 


VRI nAftW 


5.07 


SEQ ID NO 5 


VRI nmr; 


5.22 


SEQ ID NO 7 




6.04 


SEQ ID NO 9 


VRI nTflP 


6.94 


SEQ ID N0 1 1 


VRQn79\A/ 
TDnU/ fcVV 


26.56 


SEQ ID NO 13 


TDnU/oVV 


o.**o 


SEQ ID NO 15 


YtJriUoDO 


7 14 


SEQ ID NO 17 


YdR093O 


1 1 .uo 


SEQ ID NO 19 


YBRIoiO 


U.10 


qcQ in NO 21 


YCL007U 




epo in NO 23 


YCL016C 


do/Of .ot 


Qpn in NO 25 


YCR052W 


10.51 


epn in NO 97 


YCR064C 


14.91 




YCR073WA 


5.92 


cpo in NO 


YDL010W 


5.31 


Qpn in Nn '^'^ 


YDL036C 


5.34 


QPn in NO "^f^ 


YDL083C 


0.16 


QPO in NO "^7 


YDL1 25C 


6.80 


QPO in NO 


YDL1 33CA 


0.21 


epo in NO 41 


YD LI 3dVv 


0.20 


epO in NO 43 


YDL1 67C 


6.37 


QPO in NO 4*5 


YD LI 84C 


0.21 


QPO in NO 47 


YDL191VV 


0.17 


QPO in NO 49 


YDR1 03W 


6.26 


QPO in NO 51 


YDR238t/ 


5.76 


qpn in NO 53 




9 68 


SEQ ID NO 55 




8 38 


SEQ ID NO 57 


YUri4oU*-» 


5 66 


SEQ ID NO 59 


YUri4o<5W 


6.47 


SEQ ID NO 61 


Y L/n»fOUvv 


0.16 


SEQ ID NO 63 


YL/ri*f/ 1 vv 


0.1 1 


SEQ ID NO 65 


vnoAftftP 

YUn*foD\y 


5.27 


SEQ ID NO 67 


YDR499W 


6.14 


SEQ ID NO 69 


YDR507C 


6.34 


SEQ ID NO 71 


YDR515W 


5.42 


SEQ ID NO 73 


YDR518W 


6.15 


SEQ ID NO 75 


YDR519W 


5.57 


SEQ ID NO 77 


YER102W 


0.19 


SEQ ID NO 79 


YER153C 


5.63 


SEQ ID NO 83 


YFL014W 


41.08 


SEQ ID NO 85 


YFL015C 


5.62 


SEQ ID NO 87 
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TabI 1.- continued- 



ORF 


Qt 


j^AflUf^nc ID Numb r 


YFR022W 


9.44 


SEQ ID NO 89 


YGL011C 


6.14 


SEQ ID NO 91 


YGL031C 


0.11 


SEQ ID NO 93 


YGL032C 


0.14 


SEQ ID NO 95 


YGL043W 


10.74 


SEQ ID NO 97 


YGL102C 


0.15 


SEQ ID NO 99 


YGL103W 


0.17 


SEQ ID NO 101 


YGL130W 


8.35 


SEQ ID NO 103 


YGL147C 


0.08 


SEQ ID NO 105 


YGL213C 


6.02 


SEQ ID NO 107 


YGL235W 


6.23 


SEQ ID NO 109 


YGL260W 


6.61 


SEQ ID NO 111 


YGR085C 


0.16 


SEQ ID NO 113 


YGR118W 


0.17 


SEQ ID NO 115 


YGR142W 


8.91 


SEQ ID NO 117 


YGR236C 


12.72 


SEQ ID NO 119 


YGR277C 


6.27 


SEQ ID NO 121 


YGR284C 


5.95 


SEQ ID NO 123 


YGR285C 


5.84 


SEQ ID NO 125 


YHR010W 


0.20 


SEQ ID NO 127 


YHR021C 


0.16 


SEQ ID NO 129 


YHR141C 


0.10 


SEQ ID NO 131 


YHR217C 


7.6 


SEQ ID NO 133 


YIL112W 


11.15 


SEQ ID NO 135 


YIU15C 


7.67 


SEQ ID NO 137 


YIL148W 


0.13 


SEQ ID NO 139 


YIL150C 


6.83 


SEQ ID NO 141 


YIL167W 


6.66 


SEQ ID NO 143 


YJL034W 


11.61 


SEQ ID NO 145 


YJL035C 


14.48 


SEQ ID NO 147 


YJL070C 


6.29 


SEQ ID NO 149 


YJL078C 


5.16 


SEQ ID NO 151 


YJL179W 


0.19 


SEQ ID NO 153 


YJL180C 


0.14 


SEQ ID NO 155 


YJL181W 


0.21 


SEQ ID NO 157 


YJL187C 


0.17 


SEQ ID NO 159 


YJL188C 


0.1 


SEQ ID NO 161 


YJL189W 


0.08 


SEQ ID NO 163 


YJL190C 


0.09 


SEQ ID NO 165 


YJL197W 


0.13 


SEQ ID NO 167 


YJL198W 


0.2 


SEQ ID NO 169 


YJR049C 


0.17 


SEQ ID NO 171 


YKR094C 


0.14 


SEQ ID NO 173 
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TabI l.-continu d- 



ORF - 


Qt 


-Sequence ID Number 


YLR040C 


10.13 


SEQ ID NO 175 


YLR048W 


8.55 


SEQ ID NO 177 


YLR088W 


6.09 


SEQ ID NO 179 


YLR159W 


0.18 


SEQ ID NO 181 


YLR167W 


0.06 


SEQ ID NO 183 


YLR232W 


7.4 


SEQ ID NO 185 


YLR233C 


7.63 


SEQ ID NO 187 


YLR234W 


6.68 


SEQ ID NO 189 


YLR238W 


6.74 


SEQ ID NO 191 


YLR241W 


6.48 


SEQ ID NO 193 


YLR321C 


12.17 


SEQ ID NO 195 


YLR322W 


5.54 


SEQ ID NO 197 


YLR325C 


0.06 


SEQ ID NO 199 


YLR344W 


0.12 


SEQ ID NO 201 


YLR367W 


0.19 


SEQ Id no 203 


YLR393W 


7.05 


SEQ ID NO 205 


YLR423C 


8.61 


SEQ ID NO 207 


YML026C 


0.11 


SEQ ID NO 209 


YML063W 


0.16 


SEQ ID NO 211 


YML128C 


5.1 


SEQ ID NO 213 


YMU30C 


5.41 


SEQ ID NO 215 


YMR022W 


6.45 


SEQ ID NO 217 


YMR118C 


5.13 


SEQ ID NO 219 


YMR143W 


0.08 


SEQ ID NO 221 


YMR174C 


6.75 


SEQ ID NO 223 


YMR191W 


9.56 


SEQ ID NO 225 


YMR230W 


0.13 


SEQ ID NO 227 


YNL054W 


5.19 


SEQ ID NO 229 


YNL067W 


0.12 


SEQ ID NO 231 


YNL075W 


0.16 


SEQ ID NO 233 


YNL096C 


0.14 


SEQ ID NO 235 


YNL162W 


0.07 


SEQ ID NO 237 


YNL178W 


0.11 


SEQ ID NO 239 


YNL182C 


0.18 


SEQ ID NO 241 


YNL190W 


0.07 


SEQ ID NO 243 


YNL208W 


5.87 


SEQ ID NO 245 


YNL210W 


0.02 


SEQ ID NO 247 


YOL031C 


5.32 


SEQ ID NO 249 


YOL048C 


14.34 


SEQ ID NO 251 


YOR010C 


7.27 


SEQ ID NO 253 


YOR019W 


5.19 


SEQ ID NO 255 


YOR027W 


6.03 


SEQ ID NO 257 


YOR031W 


5.35 


SEQ ID NO 259 


YOR096W 


0.12 


SEQ ID NO 261 


YOR248W 


0.18 


SEQ ID NO 263 
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ORF 


Qt 


Sequence ID Number 


V/^DOQO\A/ 


0.1 1 


bcQ ID NO 265 


I Vi/iiO 1 C\u 


0 12 




YOR369C 


0.21 


SEQ ID NO 269 


YPL047W 


5.09 


SEQ ID NO 271 


YPL090C 


0.1 


SEQ ID NO 273 


YPL137C 


10.41 


SEQ ID NO 275 


YPL159C 


5.61 


SEQ ID NO 277 


YPL175W 


5.95 


SEQ ID NO 279 


YPL180W 


7.68 


SEQ ID NO 281 


YPL218W 


6.26 


SEQ ID NO 283 


YPR102C 


0.17 


SEQ ID NO 285 
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CLAIMS 

1. Use of a nucleic acid molecule encoding a polypeptide \which is 
involved in a pathway eventually leading to programmed cell death of yeast or 
5 fungi and which nucleic acid sequence is selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 2. 4. 6. 8, 10. 12. 14. 16. 18. 20. 22, 
24, 26, 28, 30. 32. 34, 36, 38, 40, 42. 44. 46, 48, 50, 52, 54, 56, 58, 60, 
62, 64. 66. 66, 70, 72, 74, 78. 78. 80, 82. 84, 86, 88, 90. 92. 94, 96, 98, 

10 100, 102, 104, 106, 108, 110, 112. 114. 116. 118, 120, 122. 124, 126, 

128, 130, 132, 134, 136, 138. 140, 142, 144, 146, 148, 150, 152, 154, 
156, 158, 160, 162, 164, 166, 168, 170, 172, 174. 176. 178, 180, 182, 
184, 186, 188, 190, 192, 194, 196, 198, 200, 202, 204, 206, 208, 210, 
212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 

15 240, 242, 244, 246, 248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 

268, 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 292, 294, 
296, 298, 300, 302, 304, 306. 308. 310, 312, 314, 316, 318, 320, 322. 
324, 326, 328, 330, 332, 334, 336, 338, 340, 342. 344, 346, 348, 350, 
352, 354, 356. 358, 360, 362, 364, 366, 368, 370, 372, 374, 376. 378, 

20 380. 382, 384. 386. 388, 390, 392, 394, 396, 398, 400, 402. 404, 406, 

408, 410, 412. 414, 416, 418. 420, 422, 424, 426, 428, 430, 432, 434. 
436, 438. 440, 442. 444, 446, 448. 450. 452, 454 or 456, or encoding a 
functional equivalent, derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid 
-25 s fi qii o nR O wh i ch in mor a than 70 % g i mi l a r^ pr pte r ahly m n r a than an% 
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similar, more preferably more than 90% similar and most preferably 
more than 97% similar to any of the amino acid sequences shown in 
SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 18, 20, 22, 24, 26, 28, 30, 32, 34, 
36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70. 72, 
5 74, 76, 78, 80, 82, 84, 86, 88, 90, 92, 94, 96, 98, 100, 102, 104, 106, 

108, 110. 112, 114, 116, 118, 120. 122, 124. 126, 128, 130, 132, 134, 
136, 138. 140. 142, 144, 146, 148, 150, 152, 154, 156. 158, 160, 162, 
164, 166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186. 188, 190, 
192, 194. 196. 198. 200, 202. 204. 206. 208. 210. 212, 214, 216, 218, 

10 220, 222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 

248, 250, 252, 254, 256, 258, 260, 262, 264, 266, 268, 270, 272, 274, 
276, 278, 280, 282. 284, 286, 288, 290, 292, 294. 296, 298, 300, 302, 
304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 326, 328. 330, 
332, 334, 336, 338, 340, 342, 344, 346, 348, 350. 352, 354, 356, 358, 

15 360, 362, 364, 366, 368, 370, 372, 374, 376. 378, 380, 382, 384, 386, 

388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412. 414, 
416, 418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 
444, 446, 448, 450. 452, 454 or 456; 
(c) a nucleic acid molecule encoding a protein having an amino acid 

20 sequence which is more than 70% identical, preferably more than 80% 
identical, more preferably more than 90% identical and most preferably 
more than 97% identical to any of the amino acid sequences shown in 
SEQ ID NOs 2, 4, 6, 8. 10, 12, 14, 16, 18, 20, 22, 24, 26. 28, 30, 32, 34, 
36, 38, 40, 42, 44, 46, 48, 50, 52, 54, 56. 58, 60, 62, 64. 66. 68. 70, 72, 
25 74, 76. 78, 80, 82, 84, 86, 88, 90, 92, 94. 96, 98, 100, 102, 104, 106. 
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10 



15 



108, 110, 112, 114, 116, 118, 120, 122, 124. 126, 128, 130. 132, 134. 

136,-138, 140, 142, 144, 146, 148, 150, 152, 154, 156. 158, 160, 162. 

164, 166, 168, 170, 172, 174. 176, 178, 180, 182, 184. 186, 188, 190, 
192, 194, 196. 198, 200, 202. 204, 206, 208. 210, 212, 214, 216, 218, 
220, 222, 224, 226, 228, 230, 232, 234, 236, 238. 240. 242. 244. 246. 
248, 250, 252, 254, 256, 258. 260, 262, 264, 266, 268, 270, 272. 274, 
276, 278. 280, 282, 284, 286, 288, 290, 292, 294, 296, 298, 300, 302, 
304, 306, 308, 310, 312, 314, 316, 318, 320, 322. 324, 326. 328. 330. 
332, 334, 336, 338, 340, -342, 344, 346, 348, 350, 352. 354, 356, 358. 
360, 362. 364, 366. 368, 370, 372, 374, 376, 378, 380, 382. 384, 386, 
388, 390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410. 412, 414, 
416. 418. 420, 422, 424, 426, 428. 430. 432, 434, 436i 438, 440, 442, 
444, 446, 448, 450, 452, 454 or 456; 
(d) a nucleic acid molecule comprising a sequence as represented in any 
of SEQ ID NOs 1, 3, 5, 7, 9, 11, 13, 15, 17. 19, 21, 23, 25, 27, 29, 31, 
33, 35, 37, 39, 41, 43, 45, 47, 49, 51, 53. 55, 57, 59, 61, 63, 65, 67, 69, 
71, 73, 75, 77, 79, 81, 83, 85, 87, 89, 91, 93, 95. 97. 99, 101, 103. 105, 
107, 109, 111, 113, 115, 117, 119, 121, 123, 125, 127, 129, 131, 133, 
135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 155, 157, 159, 161, 
163, 165, 167, 169, 171. 173, 175. 177, 179, 181, 183, 185, 187, 189. 
191, 193, 195, 197, 199, 201, 203, 205. 207, 209, 211. 213, 215, 217, 
219, 221. 223, 225, 227, 229, 231, 233, 235, 237, 239, 241, 243, 245, 
247, 249, 251, 253, 255, 257, 259, 261, 263, 265, 267, 269, 271, 273, 
275, 277, 279, 281, 283, 285, 287, 289, 291, 293, 296. 297, 299, 301, 
303. 305. 307. 309. 311. 313. 315. 317. 319. 321. 323, 325, 327, 329, 
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331, 333, 335, 337, 339, 341, 343, 345, 347, 349, 351, 353, 355, 357, 
359, 361, 363, 365, 367, 369, 371, 373, 375, 377. 379, 381, 383, 385, 
387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 407, 409, 411, 413, 
415, 417, 419, 421, 423, 425, 427, 429, 431. 433, 435, 437, 439, 441, 
5 443, 445, 447, 449, 451 , 453 or 455; 

(e) a nucleic acid sequence wliicli is more than 70% identical, preferably 
more than 80% identical, more preferably more than 90% identical and 
most preferably more than 97% identical to any of the nucleic acid 
sequences shown in SEQ ID NOs 1, 3, 5, 7. 9, 11, 13, 15, 17, 19, 21, 

1 0 23. 25. 27. 29. 31 , 33, 35, 37, 39. 41 , 43. 45, 47. 49, 51 . 53, 55, 57, 59. 

61. 63, 65. 67, 69. 71 , 73. 75, 77. 79. 81. 83, 85. 87, 89. 91, 93, 95. 97. 
99, 101. 103, 105, 107. 109, 111, 113, 115, 117, 119, 121, 123, 125, 
127, 129, 131, 133, 135, 137, 139, 141, 143, 145, 147, 149, 151, 153, 
155, 157. 159. 161. 163, 165, 167. 169. 171. 173. 175, 177. 179, 181, 

15 183. 185, 187. 189, 191, 193. 195, 197, 199, 201, 203, 205. 207. 209, 

211, 213, 215. 217, 219, 221. 223, 225, 227. 229, 231. 233, 235. 237. 
239, 241, 243, 245, 247, 249. 251, 253, 255, 257, 259, 261, 263, 265, 
267, 269, 271, 273, 275. 277, 279, 281, 283, 285, 287, 289, 291, 293, 
295. 297, 299. 301. 303, 305, 307, 309. 311. 313, 315. 317. 319. 321. 

20 323, 325, 327, 329, 331, 333, 335, 337, 339. 341, 343, 345, 347, 349, 

351. 353, 355, 357, 359, 361, 363, 365, 367, 369. 371, 373. 375, 377, 
379, 381, 383, 385, 387, 389, 391, 393, 395, 397, 399, 401, 403, 405, 
407, 409, 411, 413, 415, 417, 419, 421, 423, 425, 427, 429, 431, 433, 
435, 437, 439, 441 , 443, 445, 447, 449, 451 , 453 or 455; and 
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(f) the complement of any of the nucleic acid sequences as specified in a) 

to e), 

for the preparation of a medicament for treating diseases associated with yeast or 
fungi. 

5 

2. Use of a polypeptide which is Involved in a pathway eventually 
leading to programmed cell death of yeast or fungi, said polypeptide being 
selected from : 

(a) a protein having an amino acid sequence as represented in any of SEQ 
10 ID NOs 2, 4, 6, 8. 10, 12, 14, 16, 18. 20, 22, 24, 26, 28, 30, 32, 34, 36, 



20 



15 



38, 40, 42, 44, 46, 48, 50, 52, 54, 56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 
76, 78, 80, 82, 84, 86, 88, 90, 92, 94. 96, 98, 100, 102, 104, 106, 108, 
110, 112, 114, 116, 118, 120, 122, 124, 126, 128, 130, 132, 134, 136. 
138, 140, 142, 144, 146, 148, 150, 152, 154, 156, 158, 160. 162, 164, 
166, 168, 170, 172, 174, 176, 178, 180, 182, 184, 186, 188, 190, 192, 
194, 196, 198, 200, 202. 204. 206, 208, 210, 212, 214. 216, 218, 220, 
222, 224, 226, 228, 230, 232, 234, 236, 238, 240, 242, 244, 246, 248, 
250, 252, 254, 256, 258, 260, 262, 264. 266, 268, 270, 272, 274, 276, 
278, 280, 282, 284. 286, 288, 290, 292, 294, 296, 298. 300. 302, 304, 
306, 308, 310, 312, 314, 316, 318, 320, 322, 324. 326. 328, 330, 332, 
334, 336, 338, 340, 342, 344, 346, 348, 350. 352. 354. 356, 358, 360. 
362, 364, 366. 368, 370, 372, 374. 376, 378, 380, 382, 384. 386, 388, 



390, 392, 394, 396, 398, 400, 402, 404, 406, 408, 410, 412, 414, 416, 



418, 420, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442. 444, 
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446, 448, 450, 452, 454 or 456, or encoding a functional equivalent, 
derivative or bioprecursor of said protein; 

(b) a protein having an amino acid sequence which is more than 70% 
similar, preferably more than 80% similar, more preferably more than 
90% similar and most preferably more than 97% similar to any of the 
amino acid sequences shown in SEQ ID NOs 2, 4, 6, 8, 10, 12, 14, 16, 
18, 20, 22, 24, 26, 28, 30, 32, 34, 36, 38, 40, 42, 44, 46, 48, 50, 62, 54, 
56, 58, 60, 62, 64, 66, 68, 70, 72, 74, 76, 78, 80, 82, 84, 86, 88, 90. 92, 
94, 96, 98, 100, 102, 104, 106, 108, 110, 112, 114, 116, 118. 120, 122, 
124, 126, 128, 130, 132, 134, 136, 138, 140, 142, 144, 146, 148, 150, 
152, 154, 156, 158, 160, 162, 164, 166. 168, 170, 172, 174, 176, 178, 
180, 182, 184, 186, 188, 190. 192. 194, 196, 198, 200, 202, 204. 206, 
208, 210, 212, 214, 216, 218, 220, 222, 224, 226, 228, 230, 232. 234, 
236, 238, 240, 242, 244, 246, 248, 250. 252. 254, 256, 258. 260, 262, 
264. 266, 268. 270, 272, 274, 276, 278, 280, 282, 284, 286, 288, 290, 
292, 294, 296, 298, 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 
320, 322, 324, 326, 328, 330, 332, 334, 336, 338, 340, 342, 344, 346, 
348, 350, 362, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 374, 
376, 378, 380, 382, 384, 386, 388, 390, 392, 394, 396, 398, 400. 402, 
404, 406, 408, 410, 412, 414, 416, 418, 420, 422, 424, 426, 428, 430, 
432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454 or 456; 

(c) a protein having an amino acid sequence which is more than 70% 
identical, preferably more than 80% Identical, more preferably more than 
90% identical and most preferably more than 97% identical to any of the 

amino acid sequences shown in SEQ ID NO s 2, 4 , 6, 8 , 10, 12, 14, 16, 
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18, 20, 22. 24, 26, 28, 30, 32, 34, 36, 38, 40, 42. 44, 46, 48. 50, 52, 54, 
56, 58, 60, 62, 64. 66, 68. 70, 72, 74. 76, 78, 80, 82. 84, 86. 88, 90, 92, 
94, 96, 98, 100, 102. 104, 106, 108, 110. 112, 114, 116, 118, 120. 122, 
124, 126, 128, 130, 132. 134. 135, 138, 140, 142, 144, 146, 148, 150. 
152, 154, 156, 158, 160. 162. 164, 166, 168, 170, 172, 174. 176. 178. 
180. 182, 184, 186, 188, 190, 192, 194, 196. 198, 200, 202, 204, 206. 
208, 210, 212, 214. 216, 218, 220. 222. 224. 226. 228. 230, 232. 234. 
236, 238, 240, 242, 244. 246. 248. 260, 252, 254. 256. 258. 260. 262. 
264. 266. 268, 270, 272. 274, 276, 278, 280, 282, 284, 286, 288, 290, 
292. 294, 296. 298. 300, 302, 304, 306, 308, 310, 312, 314, 316, 318, 
320, 322, 324, 326, 328, 330. 332, 334, 336, 338, 340, 342, 344, 346, 
348, 350, 352, 354, 356, 358, 360, 362, 364, 366. 368. 370, 372, 374, 
376, 378, 380. 382. 384. 386, 388, 390. 392. 394, 396. 398, 400, 402, 
404, 406, 408, 410, 412, 414, 416, 418. 420. 422, 424, 426, 428, 430, 
432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452, 454 or 456; and, 
(d) a functional fragment of any of said proteins as defined in a) to c), 

for the preparation of a medicament for treating diseases associated with yeast or 

fungi. 

3. A pharmaceutical or fungicidal composition comprising a nucleic acid 
molecule as defined in claim 1 or a polypeptide as defined in claim 2 together with 
a pharmaceutically acceptable carrier diluent or excipient therefor. 

4. A vaccine for immunizing a mammal against yeast or fungal 
infections, comprising at least one nucleic acid molecule as defined in claim 1 , or 
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at least one polypeptide as defined in claim 2, in a pharmaceutlcaily acceptable 
earner. 

5. A genetically modified yeast or fungus in which modification results 
5 in the overexpression or underexpression of at least one of the nucleic acids as 
defined in claim 1 or the polypeptides as defined in claim 2, which overexpression 
or underexpression of said nucleic acid or polypeptide prevents or delays 
apoptosis of said genetically modified yeast or fungus. 

10 6. A method of identifying compounds which selectively modulat 

expression or functionality of polypeptides involved in a pathway eventually 
leading to programmed cell death of yeast or fungi or in metabolic pathways in 
which said polypeptides are involved, which method comprises: 



(a) contacting a compound to be tested with yeast or fungal cells having a 



15 



mutation which results in overexpression or underexpression of at least 



one of the polypeptides as defined in claim 2, in addition to contacting 



wild type cells with said compound, 



(b) monitoring the growth, death rate or activity of said mutated cells 



compared to said wild type cells; wherein differential growth or activity of 



20 



said mutated yeast or fungi cells is indicative of selective action of said 



compound on a polypeptide in the same or a parallel pathway. 



(c) alternatively monitoring the growth, death rate or activity of said mutated 



cells compared to mutated cells which were not contacted with the 



compound to be tested, wherein differential growth or activity of said 
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mutated yeast of fungi cells Is indicative of selective action of said 
compound on a polypeptide in the same or a parallel pathway, 
(d) alternatively monitoring changes in morphologic and/or functional 
properties of components in said mutated cells caused by the addition of 
5 the compound to be tested. 



7. A method of identifying compounds which selectively modulate 
expression or functionality of polypeptides involved in a pathway eventually 
10 leading to programmed cell death of yeast and fungi or in metabolic pathway in 
which said polypeptides are involved, which method comprises: 

(a) contacting a compound to be tested with yeast or fungal cells 
transformed, transfected or infected with an expression vector 
comprising an antisense sequence of at least one of the nucleic acid 

15 sequences as defined in claim 1, which expression results in 

underexpression of said polypeptide, in addition to contacting one or 
more wild type cells with said compound, 

(b) monitoring the growth, death rate or activity of said transfomried, 
transfected or Infected cells compared to -said wild type cells; wherein 

20 differential growth or activity of said transformed, transfected or infected 

yeast or fungal cells is indicative of selective action of said compound on 
a polypeptide in the same or a parallel pathway, 

(c) altematively monitoring the growth, death rate or activity of said 
transformed, transfected or infected cells compared to transformed, 

25 transfected or infected ceils which were not contacted with the 



[ Printed: 17-08-2006| 



® 



[q2^7-1:999| 



|EP9987q^41.l| 



[cLMs ;•• 1 



59 



10 



15 



compound to be tested, wherein differential growth or activity of said 
mutated yeast of fungi cells is Indicative of selective action of said 
compound on a polypeptide In the same or a parallel pathway, 
(d) alternatively monitoring changes in morphologic and/or functional 
properties of components in said transfomned, transfected or infected 
cells caused by the addition of the compound to be tested. 

8. A method of identifying compounds which bind to or modulate the 
properties of polypeptides which are Involved in a pathway eventually leading to 
programmed cell death of yeast or fungi, which method comprises: 

(a) contacting a compound to be tested with at least one of the polypeptides 
as defined in claim 2, 

(b) detecting the complex formed between the compound to be tested and 
said polypeptide, 

(c) alternatively, examining the diminution of complex fonmation between 
said polypeptide and a receptor, caused by the addition of the 



(d) altematlvely, examining the alteration In the functional activity of the 
polypeptide, caused by the addition of the compound being tested. 

9. A method of identifying compounds which selectively modulate 
expression of polypeptides which are Involved in a pathway eventually leading to 
programmed cell death of yeast or fungi which method comprises: 



compound being tested. 
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(a) contacting host cells transformed, transfected or infected with an 



expression vector comprising a promoter sequence of a nucleic acid 



molecule as defined in claim 1 joined in frame with a reporter gene, 



(b) monitoring increased or decreased expression of said reporter gene 



6 



caused by the addition of the compound being tested. 



10. A method according to any of claims 6 to 9 wherein said yeast or 
fungus is chosen from Saccharomyces cerevisiae, Schizosaccharomyces pombe, 
Candida albicans, or Aspergillus fumigatus. 



11. A compound identifiable according to the method of any of claims 6 

to 9. 

12. A compound according to claim 1 1 for use as a medicament. 



13. Use of a compound according to claim 12 for the preparation of a 
medicament for treating diseases associated with yeast and fungi. 

14. Use of a compound according to claim 12 or a genetically modified 
20 organism as defined in claim 5 for the preparation of a medicament for modifying 

the endogenic flora of humans and other mammals. 

1 5. Use of a compound according to claim 1 2 where the yeast or fungus 
is chosen from Candida spp.. Aspergillus spp.. Microsporum spp., Trichophyton 

25 spp., Fusarium spp.. Zygomycetes spp., Botritis, spp., Cladosporium spp., 
Malassezia spp., Epidenvophyton floccosum, Blastomyces dermatitidis, 



10 



15 




[02-|KI-^9] 



10 



15 



20 



61 

Coccidtoides immitis, Histoplasma capsulatum, Paracoccidioides brasiliensis, 
Cryptococcus neoformans, and Sporothrix scliencldi. 

16. A nucleic acid sequence encoding a polypeptide which is involved in 
a pathway for programmed cell death of yeast or fungi selected from: 

(a) a nucleic acid encoding a protein having an amino acid sequence as 
represented in any of SEQ ID NOs 286, 288, 290, 292, 296. 298. 300. 302, 
304, 306, 308, 310, 312. 316, 318, 320, 322, 324. 326. 328. 330. 332, 338. 
342, 344, 346, 348, 352, 354, 366, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376, 380, 382, 384, 386, 388, 390, 392, 394, 398, 402, 404. 406, 408, 
410, 412, 416, 418, 422. 424, 426, 428, 430. 432, 434, 436, 438. 440, 442. 
444, 446. 448, 450. 452 or 454, or encoding a functional equivalent, 
derivative or bioprecursor of said protein; 

(b) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% similar, preferably more than 80% similar, more 
preferably more than 90% similar and most preferably more than 97% 
similar to any of the amino acid sequences shown in SEQ ID NOs 286, 288, 
290, 292, 296, 298, 300, 302, 304. 306, 308, 310, 312, 316, 318, 320, 322, 
324, 326. 328, 330. 332. 338, 342, 344, 346, 348, 352, 354, 356, 358. 360, 
362, 364. 366, 368, 370. 372. 374. 376, 380, 382. 384, 386, 388, 390, 392, 
394, 398. 402, 404, 406, 408, 410, 412, 416, 418, 422, 424, 426. 428, 430, 
432, 434, 436, 438, 440, 442, 444. 446, 448, 450, 452 or 454; 

(c) a nucleic acid molecule encoding a protein having an amino acid sequence 
which is more than 70% Identical, preferably more than 80% identical, more 
preferably more than 90% identical and most preferably more than 97% 
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identical to any of the amino acid sequences shown in SEQ ID NOs 286, 
288, 290, 292, 296. 298, 300. 302, 304. 306, 308, 310, 312, 316, 318. 320, 
322, 324, 326, 328. 330, 332. 338, 342, 344, 346, 348. 352, 354, 356, 358. 
360, 362. 364. 366. 368, 370, 372. 374, 376. 380, 382, 384, 386, 388, 390, 
392, 394, 398, 402. 404, 406, 408. 410, 412, 416, 418, 422. 424. 426, 428. 
430, 432. 434. 436. 438. 440, 442. 444. 446, 448. 450, 452 or 454; 

(d) a nucleic acid molecule comprising a sequence as represented in any of 
SEQ ID NOs 285, 287. 289, 291, 295, 297, 299. 301, 303. 305, 307, 309, 
311, 315. 317. 319, 321, 323. 325, 327, 329. 331, 337, 341, 343. 345, 347, 
351, 353. 355. 357, 359. 361, 363, 365. 367, 369, 371, 373, 375. 379, 381, 
383, 385. 387. 389. 391, 393, 397, 401, 403. 405, 407, 409, 411, 415, 417, 
421, 423, 425, 427, 429. 431. 433. 435, 437, 439, 441, 443, 446, 447, 449, 
451 or 453; 

(e) a nucleic acid sequence which is more than 70% identical, preferably more 
than 80% identical, more preferably more than 90% identical and most 
preferably more than 97% identical to any of the nucleic acid sequences 
shown In SEQ ID NOs 285, 287, 289, 291, 295. 297, 299, 301, 303, 305, 
307. 309. 311, 315, 317, 319, 321, 323, 325. 327. 329, 331, 337, 341, 343, 
345, 347. 351 , 353. 355. 357, 359, 361, 363, 365. 367, 369. 371 , 373, 375. 
379, 381 , 383, 385, 387, 389, 391 . 393, 397, 401 . 403, 405, 407. 409, 41 1 , 
415, 417, 421. 423, 425. 427. 429, 431. 433, 435, 437, 439. 441, 443. 445, 
447, 449, 451 or 453; and. 

(f) the complement of any of the nucleic acid sequences as specified in a) to 
e). 
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17. A nucleic acid according to claim 14, characterized in that it is 
derived from Candida albicans. 

1 8. A nucleic acid sequence according to any of claims 1 4 to 1 6 which is 

mRNA 

1 9. A nucleic acid sequence according to any of claims 14 to 1 6 which is 

DNA. 

20. A nucleic acid sequence according to any of claims 14 to 1 6 which is 

cDNA. 



10 



21. A nucleic acid sequence capable of hybridizing to a nucleic acid 
15 according to any of claims 14 to 20 under high stringency conditions, or the 

complement thereof. 

22. An antisense molecule comprising a nucleic acid sequence capable 
of hybridizing to the nucleic acid sequences according to any of claims 14 to 20. 

20 

23. An isolated protein which is involved in a pathway for programmed 
cell death of yeast or fungi selected from: 

(a) a protein having an amino acid sequence as represented in any of SEQ ID 
NOs 286, 288, 290, 292, 296, 298, 300, 302, 304, 306, 308, 310, 312, 316, 
25 318, 320, 322, 324, 326, 328, 330, 332, 338. 342, 344, 346, 348, 352. 354, 

356, 358, 360. 362. 364, 366, 368, 370, 372. 374, 376. 380, 382, 384, 386, 
388, 390, 392, 394, 398, 402, 404, 406, 408. 410, 412, 416, 418, 422, 424, 
426, 428, 430, 432, 434, 436, 438, 440, 442, 444, 446, 448, 450, 452 or 



I Printed:1 7-08-2000 1 



64 

454, or encoding a functional equivalent, derivative or bioprecursor of said 
- protein; 

(b) a protein having an amino acid sequence wfiich is more than 70% similar, 
preferably more than 80% similar, more preferably more than 90% similar 
and most preferably more than 97% similar to any of the amino acid 
sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 302. 
304, 306, 308, 310, 312, 316, 318, 320, 322, 324, 326, 328, 330, 332, 338, 
342, 344, 346. 348, 352, 354, 356, 358, 360, 362, 364, 366, 368, 370, 372, 
374, 376, 380, 382. 384. 386. 388, 390, 392, 394, 398, 402, 404, 406, 408, 
410, 412, 416. 418, 422, 424, 426, 428, 430, 432, 434, 436, 438, 440, 442, 
444. 446, 448, 450, 452 or 454; 

(c) a protein having an amino acid sequence which is more than 70% identical, 
preferably more than 80% identical, more preferably more than 90% 
identical and most preferably more than 97% identical to any of the amino 
acid sequences shown in SEQ ID NOs 286, 288, 290, 292, 296, 298, 300, 
302, 304, 306, 308. 310, 312, 316. 318. 320. 322, 324, 326. 328, 330. 332, 
338. 342, 344, 346. 348. 352, 354. 356, 358, 360. 362. 364. 366. 368. 370, 
372. 374. 376. 380, 382. 384, 386. 388, 390, 392, 394, 398. 402, 404, 406. 
408, 410, 412, 416, 418, 422, 424, 426, 428. 430. 432, 434, 436, 438. 440. 
442. 444, 446, 448, 450, 452 or 454; and. 

(d) a functional fragment of any of said proteins as defined in a) to c) 

24. An expression vector comprising a nucleic acid sequence according 
to any of claims 16 to 22. 
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25. An expression vector according to claim 24 which comprises an 
inducible promoter. 

26. An expression vector according to any of claims 24 or 25 which 
5 comprises a sequence encoding a reporter molecule. 

27. A host ceil transfomned, transfected or Infected with the vector of any 
of claims 24 to 26. 

10 28. A nucleic acid molecule according to any of claims 16 to 22 for use 

as a medicament. 

29. A polypeptide according to claim 23 for use as a medicament. 

15 30. An antibody capable of binding to a polypeptide according to claim 

23. 

31 . An antibody according to claim 30 for use as a medicament. 

20 32. A phamiaceutlcal composition comprising an antibody according to 



33. Use of an antibody according to claim 30, or an antibody capable of 
binding to at least one of the polypeptides as defined In claim 2, for the preparation 

25 of a medicament for treating diseases associated with yeast and fungi. 

34. Use of an antibody according to claim 33 where the fungus is 
Candida albicans. 



claim 30. 
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35. A nucleic acid probe wliich comprises a fragment of at least 15 
contiguous nucleotides of a nucleic acid molecule as defined in claim 16 and 
which hybridises specifically with any of said nucleic acid molecules. 

5 36. A nucleic acid primer which comprises a fragment of at least 16 

contiguous nucleotides of a nucleic acid molecule as defined in claim 16 and 
which specifically amplifies any of said nucleic acid molecules. 
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ABSTRACT 

The invention describes the use of nucleic acids and polypeptides which are 
involved in a pathway eventually leading to programmed cell death of yeast or 
fungi for the preparation of a medicament for treating diseases associated with 
yeast or fungi. Methods are provided to identify compounds which selectively 
modulate the expression or functionality of said polypeptides in the same or a 
parallel pathway. Also provided are compounds as well as pharmaceutical or 
fungicidal compositions, medicaments and vaccines. The invention also comprises 
new nucleic acid sequences, probes and primers derived thereof, expression 
vectors and host cells transformed with said vectors, polypeptides and antibodies 
raised against said polypeptides. 
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YAR061W, 704 bp, CDS: 501-704 (SEQ ID NO 1) 

AAAATTTGGCACITCAGAGCTTATCGTATCTTCTCCCGGAGTTCCTCAAGACTTATACTT 

CAGCCCGTTTAGGAATGCATAAAAGCAAATAGGATTaSTTACAACTGCTGCaW^ 

TAGGACTGCATCAAGGTAAGCCTCGCTGCACCTAAACGCAAAATGTGGTTGTAACCTTTT 

TAATTTTTTTCTTGAACTTGTTGAGTCGTAATAAATCGTTTCTGGGAAGTGGA^ 

AATGTAATGGAATCGGCGTTACTCGCATGTGCAGATATCAGCGACAAAAAGTGTTGTAGG 

GACGTTTCGATACCAAAATTTCCTAAATACAGCGCAGGAACATCACTACGCTAAACAAAT 

CGTAGCGCATACATCTGATCGAAAAAAGACAGTTCCCAAAACAATGACATATGAAGAGAC 

CAGCATCAAAATTTTCATCATTAACAGCATGGCTAAAAGTTATTGTTTAATATACCCATA 

CCTGATTGACGAACCAAGAAATGCCTTATCACTATTTATTTTTGGCACTCTTCACCTACC 

TGGCCACGTCCy^TGTTGTTTCAGGAAGTACACAAGCATGCCTGCCAGTGGGC 

AAAATGGGATGAATGTCAACTTTTATAAATACTCATTACTGGATTCAACyU^aSTATO 

ACCCGCAATATATGACTTCTGGATATGCCTCGAATTGGAATTAG 

YAR061W, 67 aa (SEQ ID NO 2) 

MPYHYLFLALFTYLATSNWSGSTQACLPVGPRKNGMNVNFYKYSLLDSTTySYPQYMTS 
GYASNWN 

YAR073W, 1712 bp, CDS: 501-1712 (SEQ ID NO 3) 

AGTGGCTCATGATCTGTAAATGATCGGTTGACCGCAGTATTATATAATAACATCCGTATA 

AGTACATATACTACCATGTCTGTTCTCTACATTGCTTTTTATTCAAGATTATTGGTT^ 

CTAACCGCCGCGCCGCGCAGGTACCCCGCGCATCTCTTCTTCTCGAAGAAAGCGGAAAAA 

ACAAAAAAAAAAGTATAAATAGTGGAGTCTTTTCCCATTTAACATTTAGAAAAAAATTCG 

AATGGAAATTTCTTGCCGAACATTTAACCGGAGACCCTTGGCGGCTTTTTCTCAGT^ 

TGGGCTAGTACATTTTACCTAGTATGCTGGGAACTTTTTTTCCGTAT^ 

TTGCCTTACTTTTCTTATCATTTTTTATATAACCAATTTCAAAAATACTTTTTAACTC 

ATAGACGCATTTTGTTTATTACAAATTAAAAGAATCAAATATAATATGTGCAATTAATAA 

CTCCACAAGTAGCGAAAGCAATGGCCGCCATTAGAGACTACAAGACCGCACTAGATCTTA 

CCAAGAGCCTACCAAGACCGGATGGTTTGTCAGTGCAGGAACTGATGGACTCCAAGATCA 

GAGGTGGGTTGGCTTATT^CGATTTTTTAATCTTACCAGGTTTAGTCGATTTTGCGTCCT 

CTGAAGTTAGCCTACAGACCAAGCTAACCAGGAATATTACTTTAAACATTCCATTAGTAT 

CCTCTCCAATGGACACTGTGACGGAATCTGAAATGGCCACTTTTATGGCTCTGTTGGATG 

GTATCGGTTTCATTCACCATAACTGTACTCCAGAGGACCAAGCTGACATGGTCAGAAGAG 

TCAAGAACTATGAAAATGGGTTTATTAACAACCCTATAGTGATTTCTCCAACTACGACCG 

TTGGTGAAGCTAAGAGCATGAAGGAAAAGTATGGATTTGCAGGCTTCCCTGTCACGGCAG 

ATGGAAAGAGAAATGCAAAGTTGGTGGGTGCCATCACCTCTCGTGATATACAATTCGTTG 

AGGACAACTCTTTACTCGTTCAGGATGTCATGACCAAAAACCCTGTTACCGGCGCACAAG 

GTATCACATTATCAGAAGGTAACGAAATTCTAAAGAAAATCAAAAAGGGTAGGCTACTG6 

TTGTTGATGAAAAGGGTAACTTAGTTTCTATGCTTTCCCGAACTGATTTAATGAAAAATC 

AGAAGTACCCATTAGCGTCCAAATCTGCCAACACCAAGCAACTGTTATGGGGTGCTTCTA 

TTGGGACTATGGACGCTGATAAAGAAAGACTAAGATTATTGGTAAAAGCTGGCTTGGATG 

TCGTCATATTGGATTCCTCTCAAGGTAACTCTATTTTCCAATTGAACATGATCAAATGGA 

TTAAAGAAACTTTCCCAGATTTGGAAATCATTGCTGGTAACGTTGTCACCAAGGAACAAG 

CTGCCAATTTGATTGCTGCCGGTGCGGACGGTTTGAGAATTGGTATGGGAACTGGCTCTA 

TTTGTATTACCCAAAAAGTTATGGCTTGTGGTAGGCCACAAGGTACAGCCGTCTACAACG 

TGTGTGAATTTCCTAACCAATTCGGTGTTCCATGTATGGCTGATGGTGGTGTTCAAAJ^ 

ATTGGTCATATTATTACCAAAGCTTTGGCTCTTGGTTCTTCTACTGTTATGATGGGTG^ 

ATGTTGGCCGGTACTACCGAATCACCAGGTGA 

YAR073W, 403 aa (SEQ ID NO 4) 

MAAIRDYKTALDLTKSLPRPDGLSVQELMDSKIRGGLAYNDFLILPGLVDFASSEVSLQT 

KLTMJITLNIPLVSSPMDTVTESEMATFMALLDGIGFIHHNCTPEDQADMVRRVKNYEN 

FIMffPIVISPTTTVGEAKSMKEKYGFAGFPVTADGKRNAKLVGAITSRDIQFVEDNSLLV 

QDVMTKNPVTGAQGITLSEGNEILKKIKKGRLLWDEKGNLVSMLSRTDLMKNQKYPLAS 

KSA^P^KQLLWGASIGTMDADKERLRLLVKAGLDVVILDSSQGNSIFQLNMIKWIKETFPD 

LEIIAGNWTKEQAANLIAAGADGLRIGMGTGSICITQKVMACGRPQGTAVYNVCEFANQ 

FGVPCMADGGVQKHWSYYYQSFGSWFFYCYDGWYVGRYYRITR 

FIG. 1-1 
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YBL048W, 812 bp, CDS: 501-812 (SEQ ID NO 5) 

GGGAGAAGCTTATCTTACTGTAGAAGAAAATGGGATTGCGTTACTCCATATATATTGAAA 

ATCCGTTATCTTCCCCATCATCATCGTATAAATCAATAAACGACCCGTTATTCCACTCTC 

AGCATCGATCGCAAAAAAACGTGAGCTTCATCACCTACGGTTGTAGACATTGCAAGACAC 

ATCTTTCCAGTTCCTTCCAGATTATTTCTAGAGATTATAGGGGTAGGACCGGAACTGCTT 

ATTTAATGAACAAAGTTGTTAATGTCGTTGAAGGAAAGGTCGAGCAACGAAGAATGTTGA 

CTGGCGACTACTTAGTCTGTGATATTCTTTGTCATTGGTGCAAGAGGAACGTAGGTTGGA 

AATACTTGCAGAGCAGCAATGATGATCAGCAGTATAAGGAAGGAAAGTTTATCTTAGAGC 

TGAAAAACATTTGTAAATGTACTTGATGTCTTCCTTTGTCTGCTATCTAGCACCTCTCGT 

CTTTTAGTGCTTTTTAGCGTATGATTCTTTTTAAGAATCTGGTCTTTCTTCCTTCTATTT 

TGATTGGGTATATTTCTATTCGTGTTTCATTACTGGTCTGGGTTAATTGGGTTTTGGTTT 

GGTCCAGTTGTTTTCAAGTAGCCTTTATTTTTTCATTGTGGTATTTTATCT^ 

ATACTTTTTTTTATTCAAAGAAAATTAAACA6ATAATCTCTTATGAGCCTAGCTACTTTC 

TTTTTTCTTACAGGGCCATTGACTTATGCCCTGAACGAGTCTTACTTTACTTT^ 

TTTTCAATAATGTCGTGTTTCCCATGTTGTAA 

YBL048W, 103 aa (SEQ ID NO 6) 

MILFKNLVFLPSILIGYISIRVSLLVWVNWVLVWSSCFQVAFIFSLWYFILSIYTFFYSK 
KIKQIISYEPSYFVFSYRAIDLCPERVLLYFFCIFNNWFPML 

YBL051C, 2507 bp, CDS: 501-2507 (SEQ ID NO 7) 

GGGAAATATCAATTCCCGTATTTCAATGTTAGTAATTTGCCTTCGTAAATTACGGAATCA 

TACAGGGTCTGACATTTTTAACTTTCAGGTTAATGATGGTGTTCTTACTATATTCTCGAG 
TCGTACAGAAGTTAGTTCAGATAAACTGCTTCGGTGCTGCCCACTTCTTATCATTACTTC 
AACTTTACCTTCCCTATACCTGTGTGTCCTTATTAATTCAAGTTAATCCGAGGTAATAGA 
TTAGGGTAACCTTCAATGATGTCACGAAACACGGATGCTGCAACTTTGCGATTTTTTCOT 
GGAAAAGAATAACAATTAAAGGCAGCCTTTCAGCTGAGATTACCAGCAGGTCTTTGGAGA 
TTAGCGCAAGAAGAAGTGTGATATAGTACTCATAGAGGCAGGCTACAGACTAGGGAAAGC 
GTGTTCAACAACAATAAGAAATGGAGAGCAGTTCTTTTGAGAATGCTCCTCCTGCAGCCA 
TCAATGATGCTCAGGATAATAATATAAATACGGAGACTAATGACCAGGAAACAAATCAGC 
AATCTATCGAAACTAGAGATGCAATTGACAAAGAAAACGGTGTGCAAACGGAAACTGGTG 
AGAACTCTGCAAAAAATGCCGAACAAAACGTTTCTTCTACAAATTTGAATAATGCCCCCA 
CCAATGGTGCTTTGGACGATGATGTTATCCCAAATGCTATTGTTATTAAAAACATTCCGT 
TTGCTATTAAAAAAGAGCAATTGTTAGACATTATTGAAGAAATGGATCTTCCCCTTCCTT 
ATGCCTTCAATTACCACTTTGATAACGGTATTTTCAGAGGACTAGCCTTTGCGAATTTCA 
CCACTCCTGAAGAAACTACTCAAGTGATAACTTCTTTGAATGGAAAGGAAATCAGCGGGA 
GGAAATTGAAAGTGGAATATAAAAAAATGCTTCCCCAAGCTGAAAGAGAAAGAATCGAGA 
GGGAGAAGAGAGAGAAAAGAGGACAATTAGAAGAACAACACAGATCGTCATCTAATCTTT 
CTTTGGATTCTTTATCTAAAATGAGTGGAAGCGGAAACAATAATACTTCTAACAATCAAT 
TATTCTCGACTCTAATGAACGGCATTAATGCTAATAGCATGATGAACAGTCCAATGAATA 
ATACCATTAACAATAACAGTTCTAATAACAACAATAGTGGTAACATCATTCTGAACCAAC 
CTTCACTTTCTGCCCAACATACTTCTTCATCGTTGTACCAAACAAACGTTAATAATCAAG 
CCCAGATGTCCACTGAGAGATTTTATGCGCCTTTACCATCAACTTCCACTTTGCCTCTCC 
CACCCCAACAACTGGACTTCAATGACCCTGACACTTTGGAAATTTATTCCCAATTATTGT 
TATTTAAGGATAGAGAAAAGTATTATTACGAGTTGGCTTATCCCATGGGTATATCCGCTT 
CCCACAAGAGAATTATCAATGTTTTGTGCTCGTACTTAGGGCTAGTAGAAGTATATGATC 
CAAGATTTATTATTATCAGAAGAAAGATTCTGGATCATGCTAATTTACAATCTCATTTGC 
AACAACAAGGTCAAATGACATCTGCTCATCCTTTGCAGCCAAACTCCACTGGCGGCTCCA 
TGAATAGGTCACAATCTTATACAAGTTTGTTACAGGCCCATGCAGCAGCTGCAGCGAATA 
GTATTAGCAATCAGGCCGTTAACAATTCTTCCAACAGCAATACTATTAACAGTAATAACG 
GTAACGGTAACAATGTCATCATTAATAACAATAGCGCCAGCTCAACACCAAAAATTTCTT 
CACAGGGACAATTCTCCATGCAACCAACACTAACCTCACCTAAAATGAACATACACCATA 
GTTCTCAATACAATTCCGCAGACCAACCGCAACAACCTCAACCACAAACACAGCAAAATG 
TTCAGTCAGCTGCGCAACAACAACAATCTTTTTTAAGACAACAAGCTACTTTAACACCAT 
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CCTa^GAATTCCATCCGGTTATTCTGCCAACCATTATCAAATCAATTCCGTTAATC 

TACTGAGAAATTCTCAAATTTCACCTCCAAATTCACAAATCCCAATCAAC^ 

TATCCCAAGCGCAACCACCAGCACAGTCCCAAACTCAACAACGGGTACCAGTGGCATACC 

AAAATGCTTCATTGTCTTCCCAGCAGTTGTACAACCTTAACGGCCCATCTTCAGCT^CT 

aVCAGTCCCAA(nGCTTCCACAGCACACAAATGGCTCAGTACATTCTAATTTCTCA^^ 

AGTCTTATCACGATGAGTCCATGTTGTCCGCACACAATTTGAATAGTGCCGACTTGATCT 

ATAAATCTTTGAGTCACTCTGGACTAGATGATGGCTTGGAACAGGGCTTGAATCGTTCTT 

TAAGCGGACTGGATTTACAAAACCAAAACAAGAAGAATCTATGGTAA 

YBL051C, 668 aa (SEQ ID NO 8) 

METSSFENAPPAAIPTOAQDNNINTETNDQETNQQSIETRDAIDKENGVQTETGENSAKNA 
EQNVSSTNLNNAPTNGALDDDVIPNAIVIKNIPFAIKKEQLLDIIEEMDLPLPYAPNYHF 
DNGIFRGLAFANFTTPEETTQVITSLNGKEISGRKLKVEYKKMLPQAERERIEREKREKR 
GQLEEQHRSSSNLSLDSLSKMSGSGNimTSNNQLFSTLMNGINANSMMNSPMHNTINNNS 
SNNNNSGNIILNQPSLSAQHTSSSLYQTNVNNQAQMSTEBFYAPLPSTSTLPLPPQQLDF 
NDPDTLEIYSQLLLFKDREKYYYELAYPMGISASHKRIINVLCSYLGLVEVYDPRFIIIR 
RKILDHANLQSHLQQQGQMTSAHPLQPNSTGGSMNRSQSYTSLLQAHAAAAANSISNQAV 
NNSSNSNTINSNNCaJCanATEINNNSASSTPKISSQGQFSMQPTLTSPKMNIHHSSQYNSA 
DQPQQPQPQTQQNVQSAAQQQQSFLRQQATLTPSSRIPSGYSANHYQINSVNPLLRNSQI 
SPPNSQIPINSQTLSQAQPPAQSQTQQRVPVAYQNASLSSQQLYNLNGPSSANSQSQLLP 
QHTNGSVHSNFSYQSYHDESMLSAHNLNSADLIYKSLSHSGLDDGLEQGLNRSLSGLDLQ 
NQNKKNLW 

YBL066C, 3674 bp, CDS: 501-3674 (SEQ ID NO 9) 

ATCCCAAGAAGAAGATTAGACTGATTTTTACCTACCCTTCCACCGTCGGAAGAAACACTT 

CTGAAGTGTTAAGGGTAATCGACGCCTTGCAATT6ACTGACAAG6AGGGCGTAGTAACTC 

CAATTAATTGGCAGCCAGCTGACGATGTCATTATTCCTCCCTCTGTCTCCAATGATC 

CGAAGGCTAAATTTGGTCAATTTAATGAAATTAAACCCTATTTAAGATTCACCAAGTCGA 

AATAAGCTTTGAAATAAACGACTTTACTATATACAGGTATATGAAGTATCTCTAACTAAA 

ACTTTTATCTATCTTTCATTCTTATTATATCTCATCTCGTACGAAG 

TAATAAACTCTCTGCA6AAACCTTAATGTCAAAGGTCCCGTATACAGATTATATTGGCTC 
TGCGTATACGCATTCTCGTCATGGTGAAGGATAATCGAGATTCTGACCAAGACCAAGATT 
TTAGTTCTGCTCACATGAAAAGACAACCGGAGCAGCAACAGTTGCAACAGCACCAGTTCC 
CAAGTAAGAAACAACGAATATCTCACCATGATGACAGTCATCAAATCAACCATAGACCAG 
TTACCTCATGTACACATTGTAGACAGCACAAAATCAAATGCGATGCTAGTCT^AAATTTCC 
CTCATCCTTGCTCCAGATGCGAAAAAATTGGTCTCCACTGTGAAATCAATCCTCAAT^ 
GGCCTAAGAAGGGCTCACAGTTGCAACTACTGAGACAAGATGTGGATGAAATCAAATCTA 



TGGGCAATAGCCTTTTGAATAAGCTCAATCTGCATCC7ACTCCAACTCCGGGTACTATTA 
TCCCTAACCCAGATTCTTCTCCTTCCTCAGGTTCTCCAACTTCTTCCGCGGCTCAACGAG 
ATTCTAAGGTTTCAGTTCAAACTTATTTGTCCAGGGAACCCCAACTCTTACAAGCAAATC 
AGGGCAGCAATACGAATAAATTTAAAGCAAATAATGAAGCATCTTCTCACATGACGTTGC 
GCGCATCTTCTTTAGCGCAAGATTCGAAAGGCTTGGTTGCAACAGAGCCAAATAAGCTGC 
CCCCGCTGCTAAATGACTCAGCATTGCCTAATAATTCAAAAGAATCTTTACCTCCTGCTT 
TGCAAATGGCTTTTTATAAGAACAACTCTGCAGGTAACACTCCGAACGGCCCCTTCTCTC 
CAATTCAAAAAACATATTCCCCTCATACTACGTCGACCACCGTTACAACGACAACAAATC 
AACCACCATTTGCAGCAACAAGCCACGTAGCAACAAATAACAATGCAGATAGGACGAAGA 
CGCCGGTAGTAGCCACCACCACGACTATGCCATTATTGC(::TTax:CGCAT6CAAATGT^ 
ATGAGTTTGTACTGGGCGATATTAGTATTTCCATTGAAAAAGCGAATAGATTACACCATA 
TTTTCGTGACTAGGTATCTGCCGTATTTTCCTATTATGTATTCCAATAACGCCACCGAAT 
TATACTCCCAATCTCAGTTGCTTTTCTGGACCGTGATGTTGACGGCATGTCTGTC^ 
CTGAACCGACGATGTATTGCAAGCTAAGCTCTTTGATCAAGCAACTTGCC^ 
GCTGGATAAGAACACCTAGATCCACACATATTTCGCAAGCTTTGTTAATATTGTGCyVTTT 
GGCCTTTGCCTAACCAAAAAGTCCTAGATGATTGTTCTTACCGTTTTGTAGGATTAGCAA 
AGTCACTGTCTTATCAATTAGGTTTGCACAGAGGTGAATTCATTTCTGAATTCACAAGAA 
CTCAAACATCy^TGCCAAATGCAGAAAAGTGGAGAACTAGGACTTGGCTGGGAATATTTT 
TTGCCGAACTTTGTTGGGCGAGTATCCTTGGTTTGCCACCAACTTCACAGACAGACTATT 
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TATTAGAAAAAGCCTTATCCTGTGGTGACGAAGAATCAGAAGAAGATAACAATGACAGTA 
TTGACAATAACAACAATGATAAAAGGAACAAGAAAGACGAGCCGCACGTTGAAAGTAAAT 
ACA^^CTACCGGGCAGTTTTAGAAGATTGCTCAGCCTGGCGAATTTCCAAGCAAAATTGT 
CTCATATCATTGGTTCTTCCACTTCCAGTCCTGATGGTTTATTGGAACCAAAGTATCGTG 
CTGAGACACTGTCa^TCTTGGGAAAAGAGTTAGATTTATTAGCAAAAACTTTAAATTTCC 
AGAGTGACGATACTGTCAACATTTATTTTCTTTATGTTAAATTAACTGTCTGTTGTTTTG 
CATTCCTACCCGAAACACCTCCTACCGATCAAATTCCATATGTCACAGAGGCCTATCTAA 
CAGCTACTAAAATTGTCACTCTATTGAATAATCTTTTAGAAACACACCAATTAATTGAAC 
TGCCTATTTATATTAGACAAGCTGCTACATTTTCTGCACTGATTCTCTTTAAATTGCAGT 
TGACTCCTTTACTTCCTGACAAATATTTTGATTCAGCAAGGCAATCCGTGGTCACTATCC 
ATAGACTTTATAGAAATCAGTTAACTGCGTGGGCCACTAGTGTTGAGAATGATATTTCGA 
GAACTGCAAGTATGTTAGAAAAACTGAACTTCGTACTGATCATGCATCCAGAAGTTTTTG 
TGGAAGAAGACGGTATTATTTCTAGGATGAGATCACATTTAACAGGGTCTCTATTCTATG 
ATTTGGTTTGGTGTGTTCACGAGGCGAGAAGAAGGGAAATGGATCCCGAATATAACAAGC 
AAGCCTTAGAGAAAGCCGCTAAGAAAAGAAAATTTTCCTCAAATGGTATCTACAATGGCA 
CTTCGTCTACGGGTGGCATAACGGACAGAAAACTATATCCATTGCCACTATATAACCATA 
TCTCCAGAGATGACmyiXSAAACTGTAACT^AAAACAACACCAAGTGGAACCACTGTTACCA 
CTTTA6TTCCTACTAAGAATGCCTTAAAGCAGGCAGAAAAGCTAGCCAAGACAAATAACG 
GAGATTCTGACGGTTCTATAATGGAGATTAACGGGATACCTCTTTCCATGCTCGGGGAAA 
CAGGCAGCGTAAAATTTCAAAGTTTATTCGCTAATACCTCGAATA6TAACGATTATAATA 
ATAATAGGACGTTATTGGATGCGTCTAATGACATATCAATTCCCTCTAATTCAATTTATC 
CAGTGGCTTCTGTCCCCGCTTCGAATAACAATCCACAAAGTACTAAGGTAGACTATTATA 
GTAACGGACCTAGTGTAATTCCTGATCTCTCCATGAAAAGATCAGTAAGCACTCCCGTTA 
ATCATTTTCCTGCGTCCGTTCCAGGGTTAAGGAACCACCCCGTTGGCAACTTATCTAATA 
ATGTTACATTGGGAATAGACCACCCTATTCCAAGGGAGCACAGTAATTTACAA7ATGTCA 
CCATGAATTATAATAATCAATTCAGCAACGCCAACGCGATTGGAAGATCACAAAGTAGTA 
TGTCCCATTCACGTACACCTTTGTTTCGGTCAATATATGACAGTTGGATTCCGCGTCCGA 
CCCCGGTCCTCTAA 

YBL066C, 1057 aa (SEQ ID NO 10) 

MVKDNRDSDQDQDFSSAHMKRQPEQQQLQQHQFPSKKQRISHHDDSHQINHRPVTSCTHC 

RQHKIKCDASQNFPHPCSRCEKIGLHCEINPQFRPKKGSQLQLLRQDVDEIKSKLDTLLA 

iroSVFVHLLQQIPMGNSLLimJNLHPTPTPGTIIPNPDSSPSSGSPTSSAAQRDSKVSVQ 

TYLSREPQLLQANQGSNTNKFKANNEASSHMTLRASSLAQDSKGLVATEPNKLPPLLNDS 

ALPNNSKESLPPALQMAFYKI^SAGNTPNGPFSPIQKTYSPHTTSTTVTTTTNQPPFAAT 

SHVATNNNADRTKTPWATTTTMPLLPSPHANVDEFVLGDISISIEKANRLHHIFVTRYL 

PYFPIMYSNNATELYSQSQLLFVm/MLTACLSDPEPTMYCKLSSLIKQLAIETCWIRTPR 

STHI SQALLILC IWPLPNQKVLDDCSYRFVGLAKSLSYQLGLHRGEFI SEFTRTQTSMPN 

AEKWRTRTWLGI FFAELCWAS ILGLPPTSQTDYLLEKALSCGDEESEEDNNDSIDNNNND 

KRNKKDEPHVESKYKLPGSFRRLLSLANFQAKLSHIIGSSTSSPDGLLEPKYRAETLSIL 

GKELDLLAKTUOFQSDmWIYFLYVKLTVCCFAFLPETPPTDQIPYVTEAYLTATKIVT 

LLNNLLETHQLIELPIYIRQAATFSALILFKLQLTPLLPDKYFDSARQSWTIHRLYRNQ 

LTAWATSVENDISRTASMLEKLNFVLIMHPEVFVEEDGIISRMRSHLTGSLFYDLVWCVH 

EARRREMDPEYNKQALEKAAKKRKFSSNGIYNGTSSTGGITDRKLYPLPLYNHISRDDFE 

TVTKTTPSGTTVTTLVPTKNALKQAEKI^TNNGDSDGSIMEINGIPLSMLGETGSV^ 

SLFANTSNSraDYNNlTOTLLDASNDISIPSNSIYPVASVPASNNNPQSTKVDYYSNG 

PDLSMKRSVSTPVNHFPASVPGLRiraPVQMLSNNVTLGIDHPIPREHSNLQN\mOIYNNQ 

FSNANAIGRSQSSMSHSRTPLFRSIYDSWIPRPTPVL 

YBL078C, 854 bp, CDS: 501-854 (SEQ ID NO 11) 

TAGTGGAGTACGAATTAGTTAAAGATACTATCGACTTTGAAGCCATTGTCAAAGAACATT 
TTGATATGTTAAGCAAGACCTGTAGATCCGACATTGCCAAATATGACGGCTCAAAGACAG 
ACCCAATTGGTGATGAAGAACAATCTATTAATGACACCATTTTCAAATTAAAAGTGTTCA 
AATTATGAAAACAACTCATATAAATACGTACAAATTTTTCTCTACTCGAAGTGATATAGA 
TGTATATGTGTAAGTTTACGTTTAAGTTAGAGTCATGTAATGCTAACTGTCTCCACCGAT 
AATGTTGTATAATACCCGTGAAATCATAGCACATGATATATCATCACCCGGAGGCCGGTT 
ATTTTCGGCGGCGGCAAAAATATTTGGTATAATTATGGAAATACAAAAAGGGGAACCATT 
AAAGGTTGAGGAGGGGATTGATAAGAGAATCTAATAATTGTAAAGTTGAGAAAATCATAA 
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TAAiy^TAATTACTAGAGACATGAAGTCTACATTTAAGTCTGAATATCCATTTGAAAAAA 

GGAAGGCGGAGTCGGAGAGGATTGCTGACAGGTTCAAGiy^TAGGATACCTGTGATTTGCG 

AAAAAGCTGAAAAGTCAGATATTCCAGAGATTGATAAGCGTAAATATCTAGTTCCTGCTG 

ACCTTACCGTAGGGCAATTTGTTTATGTTATAAGAAAGAGAATTATGCTACCCCCTGAGA 

AGGCCATCTTCATTTTTGTO^TGATACTTTGCCACCTACTGCGGCGTTGATC 

TATATCAAGAACACAAGGATAAGGACGGGTTTTTGTATGTCACTTACTCAGGAGAAAATA 

CATTTGGCAGGTAG 

YBLOTSC, 117 aa (SEQ ID NO 12) 

MKSTFKSEYPFEKRKAESERIADRFKNRIPVICEKAEKSDIPEIDKRKYLVPADLTVGQF 
\mriWaiIMLPPEKAIFIFVNIXrLPPTAALMSAIYQEHKDKDGFLYVTYSGEOT 

yBR072W, 1145 bp, CDS: 501-1145 {SEQ ID NO 13) 

GCAGCAGCAACTCCGTGTGTACCCCTAACTCCGTGTGTACCCCTAAAGAACCTTGCCTGT 

CAAGGTGCATTGTTGGATCGGAATAGTAACCGTCTTTACATGAACATCCACAACCAACGA 

AAGTGCTTTTTCAAGCATTGCTTGATTTCTAGAAAGATCGATGGTTATTCCCTCCCCCOT 

ATGCGTCCAAAAATATAGGGTGCTCGTAACAGTAAGGTATTCGCACTTAGCGTGCTCGCA 

ACACAAAATTAAGTAATATGCGAGTTTTAGATGTCCTTGCGGATCTATGCACGTTCTTGA 

GTGGTATTTCATAACAACGGTTCTTTTTCACCCTTATTCCTAAACATATAAATAGGACCT 

CCATTAGTTAGAGATCTGTTTTTAATCCATTCy^CCTTTCATTCTACT^ 

AAAACCACCGATAAAGATATATCAGATCTCTATTAAAACa^GGTATCCAAAAAAGCAAACA 

AACAAACTAAACAAATTAACATGTa^TTTAACAGTCCy^TTTTTTGATTTCT^ 

TCAAC7ACGAAGTTGATGCCTTTAACAGATTGCTGGGTGAAGGCGGCTTAAGAGGCTACG 

CACCAAGACGTCAGTTAGCAAACACACCCGCAAAGGAT-TCTACTGGCAAGGAAGTTQCTA 

GACCAAATAACTATGCTGGCGCTCTTTATGATCCCAGAGATGAAACCTTAGATGATTGGT 

TCGACJATGACITGTCCCTGTTCCCATCTGGTTrCGGTTTCCCTAGAAGTGTCGCAGTTC 

CAGTTGATATTTTGGACCATGACAACAACTACGAGTTGAAAGTCGTGGTTCCTGGTGTCA 

AAAGCAAGAAGGACATTGATATTGAGTACCATCAAAACAAGAACCAAATTTTGGTTTCTG 

GTGAAATTCCATCTACCTTGAATGAAGAGAGTAAAGACAAGGTCAAGGTCAAGGAGAGCA 

GCTCTGGTAAGTTCAAGAGAGTCATCACTTTGCCAGACTACCCAGGTGTGGATGCAGACA 

ACATTAAAGCAGACTACGCAAATGGTGTTTTGACATTAACAGTTCCAAAATT6AAGCCTC 

AGAAGGATGGTAAGAACCACGTCAAGAAGATTGAGGTTTCTTCTCAAGAATCGTGGGGTA 

ACTAA 

YBR072W, 214 aa (SEQ ID NO 14) 

MSFNSPFFDFFDNINNEVDAFNRLLGEGGLRGYAPRRQLANTPAKDSTGKEVARPNNYAG 
ALYDPRDETLDDWFDNDLSLFPSGFGFPRSVAVPVDILDHDNNYELKVWPGVKSKKDID 
lEYHQNKNQILVSGEIPSTLNEESKDKVKVKESSSGKFKRVITLPDYPGVDADNIKADYA 
NGVLTLTVPKLKPQKDGKNHVKKIEVSSQESWQI 

yBR073W, 3377 bp, CDS: 501-3377 (SEQ ID NO 15) 

ACTAAAGTGACCTGGCTCTATAGTGTTGTCCCTCTCGCGAGGACCATTGTTGCTTGCATA 
TGGCTTGAAACATATGTCATCACATCTGAGCGATTTTACCTCTTAGAATTAGTTTAGATA 
TATATGAGTTGATGAATAAATAGTTATAAAAACTTGCTTTGGCTTCGATATATGACCGTT 
ATTTTTGACTAAGTTTTAACGAAGGAATCTAACCTCGTTCTTGTAATTACCAAAATCTTC 
AACAACGCGCTGTTGGAGGTATCTCTATGGATGTGGCTTGAAATATGGATGTCTTGCCTA 
CTTCTACTTCTGGGAAAGGCATTTTTACTCGATCGCGTTAATATATGCATCAAGAAAATA 
AAAAATAAAACGCGAAGAGCTAAAAAAAAAAAAGAAAACCTACTATAAATAACCGATTAG 
AATCGAGTTTTTGTATTGAAATGGCGGTAATAAGCGTTAAACCTCGACGAAGAGAGAAGA 
TCCTACAGGAGGTAAAAAACAGCTCGGTATATCAAACGGTATTTGATTCCGGTACTACTC 
AAATGCAGATACC6AAATATGAGAACAAGCCATTC7AGCCTCCAAGAAGGGTTGGATCAA 
ATAAGTACACACAACTCAAACCAACCGCCACTGCAGTCACAACAGCCCCTATATCTAAAG 
CCAAAGTTACTGTCAACTTGAAAAGAAGCATTTCGGCGGGACCTACTTTAAATCTTGCCA 
AGAAGCCGAATAATCTGTCCTCAAATGAAAACACTAGATATTTTACTATCATGTACAGGA 
AGCCTACTACCAAAAAGCACAAGACTTGGAGTGGTGATGGCTACGCTACCTTAAAAGCCA 
GTAGCGATAAGTTATGCTTTTATAACGAAGCAGGGAAATTTCTTGGGTCAAGTATGCTAC 
CAAGTGATTCAGATTCTCTCTTCGAAACTCTTTTCAAAGCAGGCTCCAATGAAGTACAAT 
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TGGATTACGAATTGAAGGAAAATGCAGAAATACGTAGCGCCAAAGAAGCCTTATCACAAA 

ACATGGGAAATCCCAGCCCACCGACCACAAGCACAACAGAAACAGTGCCTTCTACGAAGA 

ATGACGGTGGCAAATACCAAATGCCTCrcTCTCAGCTGTTTTO^CTAAACACTGTC 

GATTCAAATCAGTAACAAAGCAAACAAATGAACACATGACCACAGTACCTAAAACCAGTC 

AAAATTCCAAAGCCAAAAAATATTATCCAGTATTTGATGTCAACAAAATCGATAATCCTA 

TAGTAATGAACAAAAATGCAGCCGCTGAAGTTGACGTAATTGTTGATCCATTACTGGGCA 

AATTCOTGCGCCCTCATCAGAGGGAAGGGGTGAAGTTCATGTATGATTGCTTAATGGGCT 

TGGCAAGACCAACTATTGAAAATCCGGATATCGATTGTACTACTAAAAGTTTAGTGTTAG 

AAAATGACTCAGATATTAGTGGATGCCTTTTGGCTGATGATATGGGTTTAGGTAAAACAC 

TAATGAGTATAACTTTGATTTGGACATTAATTAGGCAAACTCCTTTTGCATCAAAAGTTT 

CATGTTCGCAATCAGGCATACCATTAACTGGACTTTGTAAGAAGATTTTAGTCGTTTGTC 

CCGTTACTTTAATAGGAAATTGGAAAAGAGAATTTGGAAAATGGTTAAATTTGTCAAGAA 

TAGGTGTTTTGACATTAAGCTCAAGGAATTCTCCTGATATGGATAAAATGGCTGTCAGAA 

ATTTTTTAAAAGTGCAACGAACTTATCAAGTCTTGATTATTGGCTACGAAAAACTCTTGA 

GTGTTTCTGAAGAATTAGAGAAAAATAAACATTTGATTGACATGCTGGTGTGTGACGAAG 

GCCATCGACTAAAAAACGGGGCTTCTAAAATTTTAAATACGCTGAAGAGTTTAGACATAA 

GAAGGAAGCTTTTGCTTACGGGAACTCCTATACAAAATGATCTTAATGAGTTTTTCACTA 

TTATAGATTTCATAAACCCAGGAATCCTTGGAAGCTTCGCTTCTTTCAAAAGAAGATTCA 

TTATCCCTATAACTAGAGCCAGAGACACTGCAAACA6ATACAACGAAGAATTGTTGGAAA 

AGGGGGAAGAAAGGTCAAAAGAGATGATAGAAATTACGAAAAGATTTATTTTGAGACGAA 

CAAATGCGATTTTAGAAAAGTACCTTCCTCCAAAGACGGATATAATTTTATTCTGTAAAC 

CATACAGCCT^CAGATATTGGCATTCAAAGATATTTTGCAGGGCGCACGTTTAGATTTTC 

GACAATTGACGTTCAGTTCTTCGCTAGGACTAATAACATTACTGAAAAAGGTTTGTAACT 

CTCCTGGATTGGTTGGCTCAGATCCCTATTACAAATCACATATAAAGGATACCCAATCTC 

aggacagctatagtcgttctttgaactctggtaagttaaaggtattaatgacattactag 
'aaggtattaggaagggtaccaaggagaaggtcgtcgtagtgtctaactacactcaaacat 
tggatataattgaaaatttgatgaatatggctgggatgtcacattgcagactcgacggtt 

CCATACCTGCTAAACAAAGGGACTCTATCGTCACJ^TC^TCAATCGGAATCCAGCCATAT 
TTGGATTCTTGTTGAGTGCAAAATCGGGAGGTGTAGGATTGAATCTAGTCGGTCGTTCGC 
GACTTATTTTATTTGATAATGATTGGAATCCTTCAGTAGATTTGCAAGCGATGTCACGAA 

ttcatagagatggtcaaaaaaagccgtgcttcatatatagacttgtca^ca^ctgggtgt^ 
tcgatgagaaaatattgcaaaggcaattaatgaagaacagtttgagccaaaaatttctag 
gtgactcggagatgagaaataaagaatcttctaatgatgatcttttcaataaagaggact 
tgaaggacctgttttctgtccatacagataccaagagtaacacacatgacttaatttgtt 
cttgcgatggtttaggtgaggaaattgaatatcctgaaacaaatcaacagcagaacaccg 
tagagctgagaaagcgtagcactacgacatggacaagtgcgctggatttacaaaagaaaa 
tgaatgaagcagccaccaacgatgatgccaaaaagtcacaatacattaggcaatgtctcg 
ttcattataagcatatcgatccagcaagacaagatgaattatttgatgaggttatcacag 
attcgttcaccgaattgaaagatagtattacctttgcgtttgta2agcccggcgagatat 

GTCTCAGAGAACAATGA 

yBR073W, 958 aa (SEQ ID NO 16) 

MAVISVKPMlREKII^EVKNSSVyQTVFDSGTTQMQIPKYENKPPKPPRRVGSNKYTQLK 

PTATAVTTAPISKAKVTVNLKRSISAGPTIJ^AKKPNNLSSlSnEIITRYFTlM^^ 

KTWSGDGYATLKASSDKLCFYNEAGKFLGSSMLPSDSDSLFETLFKAGSNEVQLDYELKE 

NAEIRSAKEALSQmGNPSPPTTSTTETVPSTKNDGGKYQMPLSQLFSLNTVKRFKSVTK 

QTNEHMTTVPKTSQNSKAKKYYPWDVNKIDNPIVMNKNAAAEVDVIVDPLLGKFLRPHQ 

REGVKFMYDCIiMGLARPTIENPDIDCTTKSLVLENDSDISGCLLADDMGLGKTLMSITLI 

WTLIRQTPFASKVSCSQSGIPLTGLCKKILWCPVTLIGNWKREFGKWLNLSRIGVLTLS 

SRNSPDMDKMAVRNFLKVQRTYQVLIIGYEKLLSVSEELEKNKHLIDMLVCDEGHRLKNG 

ASKILNTLKSLDIRRKLLLTGTPIQNDLNEFFTIIDFINPGILGSFASFKRRFIIPITRA 

RDTANRYNEELLEKGEERSKEMIEITKRFILRRTNAILEKYLPPKTDIILFCKPYSQQIL 

AFKDILQGARLDFGQLTFSSSLGLITLLKKVCNSPGLVGSDPYYKSHIKDTQSQDSYSRS 

LNSGKLKVLMTLLEGIRKGTKEKVVWSNYTQTLDIIENLMNMAGMSHCRLDG^ 

DSIVTSFNRNPAIFGFLLSAKSGGVGLNLVGRSRLILFDNDWNPSVDIiQAMSRIHRDGQK 

KPCFIYRLVTTGCIDEKILQRQLMKNSLSQKFLGDSEMRNKESSNDDLFNKEDLKDLFSV 

HTDTKSNTHDLICSCDGLGEEIEYPETNQQQimrELRKRSTTTWTSALDI^KKMNEAATN 

DDAKKSQYIRQCLVHYKHIDPARQDELFDEVITDSFTELKDSITFAFVKPGEICLREQ 
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YBROSec, 3341 bp, CDS: 501-3341 (SEQ ID NO 17) 
AGATCCTAAAACy^GCACGAAGCATATTATTGCGCATAATTTGTTCTTGTAGGATCTTTTC 
TTGACATTTTTTTTCACTCTXXIGAGAAACTTCTCTTTTTTT^^ 
CAAACyy^GGGCACTTTTTTTTATCnTrTTTTTT^ 

TCCACCACTACATCAGTGTGAAAGACTGTAAAAGCTTTCTGATAAATAAGCACTTTCCAT 

ATTTTTCAACTGAAAAATAGTTTTCTTTTTGCAGCTATTATTGACTTCAl^ 

CCCTTTTTTCCCCGTTGCAATTATTTCTATAAGGGAAGCTGGAAATAGGGGGCTGGAAAA 

GATATTTGAACAGTCGCTCCAATAACCGTTCTCACCATCATTAACATTTTTGAAGGTGAA 

TACTGTTTCGGTCGATTTATGGCTAATTTGTCAAATACATTTGAAAAAGATTAAAACAAG 

CACAAGCGGTTGAGCATACTATGTCGCAGACAATTACATCTCTAGATCCGAATTGTGTTA 

TTGTATTCAATAAAACTTCGAGTGCAAACGAGAAGAGTTTGAATGTCGAATTCAAACGTT 

TGAATATACATTCTATTATCGAACCTGGCCATGATCTGCAAACAAGCTATGCGTTTATTA 

GAATCCATCAGGATAATGCGAAACCGCTTTTTTCATTTTTGCAGAATC 

AATCCATCATACCyVTATCATGATACTGAATTGTCCGATGATTTGCATAAACTGATTTCTA 

TCy^GCAAATCy^AAAATACTGGAGGCTCCAAAACAGTATGAGTTGTAa^CCTATCGAAOT 

TGACCAATAATCCCAAACAATCCTTATATTTTGCATTCTTACAGAACTATATAAAATGGT 

TGATTCCCTTCrcCTTTTTTGGATTATCAATTAGATTTOT 

TTTATAAATATGAACCyVTTTTGGTCTGATAGACTGAGTAAATACTCATCATTTTCTACCA 
TTGAGTTTCTTCAAGATAAACTIGAAAGCCCAAAAAAAAGCTAGTTCGGTTATCATGTTC 

TATATTGTTTTGCGTTGGAAATTTTCTACAAGCAAATTTATAACGGCCCAATGAT^ 

TCTTGTCTTTTTTGCCTACTATACTTATTTGCACGTTTACTCCGGTTTTAACTGTC 

ACAACaAATATT-TCGTAGAACCAATGACAAAGTGGGAAAATCATAG^ 

CAAAGAAATCTAAAGAAGCTAAGAACTTTGTTATTATTTTTCTATCCAGTTACGTTCCX:C 

TATTAATTACACTATTTCTTTATCTGCCAATGGGGCy^TTTGTTGACCGCAGAAATAAGAA 

CTAAGGTTTTCAATGCCTTTTCAATATTGGCCCGTTTACCTACCCATGATTCAGATTTTA 

TTATTGATACAAAGCGCTATGAAGATCAATTTTTCTACTTTATTGTTATCAACC^ 

TTCAATTTAGCATGGAAAACTTTGTTCCT^GCCTTGTTAGCATTGCTCA^^ 

ATGGACCAAATCCTAACTTTGTCAAAGCTGAGAGTGAAATCGGTAAAGCTCAACT^GCT 

CATCAGATATGAAAATTTGGTCAAAGGTTAAGTCGTACCAAACAGACCCCTGGGGAGCAA 

CATTIHSATTTGGACGCCAACTTCAAAAAGCTTCTTCTACAATTCGGGTATCTTGTTATGT 

TTTCTACAATTTGGCCACTAGCTCCATTTATCTGTTTGATAGTCAATTTGATTGTTTACC 

AAGTCGATTTGAGGAAAGCTGTGCTTTATAGTAAACCTGAGTATTTTCCATTTCCAATCT 

ACGATAAGCCATCCTCTGTGTCTAATACCCAAAAACTGACGGTTGGTCTATGGAACTCTG 

TCTTAGTTATGTTCTCCATCTTAGGTTGTGTTATCACTGCTACTTTGACCTATATGTACC 

AGAGCTGTAATATACCAGGTGTCGGCGCTCATACTTCCATCCATACGAATAAAGCTTGGT 

ACCTAGCAAATCCAATAAACCACTCGTGGATAAATATTGTACTATATGCTGTTTTTATTG 

AGCATGTTAGTGTTGCTATTTTCTTCCTTTTCTCTAGTATTT^ 

ACGTTGCAAATGGCATTGTGCCAAAGCATGTAGTTAACGTGCAAAACCCACCAAAACAAG 
AAGTCTTTGAAAAAATTCCCTCCCCTGAATTTAATTCGAATAACGAAAAAGAACTAGTTC 
AAAGAAAAGGGTCTGCGAATGAGAAGTTGCACCAAGAACTCGGTGAGAAACAGCCTGCCT 
CTTCTGCCAATGGATATGAGGCACATGCTGCCACTCATGCCAACAATGATCCGTCTTCTT 
TATCCTCAGCCTCCTCGCCTTCATTATCTTCTTCTTCTTCTAGCAGCAAAACCGGTGTAG 
TCAAAGCTGTTGATAACGATACAGCCGGATCTGCTGGTAAAAAGCCATTGGCCACAGAAA 
GTACTGAAAAAAGAAATTCTTTGGTGAAGGTGCCTACCGTTGGCTCATATGGTGTTGCGG 
GCGCCACTTTACCAGAAACAATTCCAACATCTAAAAATTACTAC^AAGGTTTGATGAGG 
ACGGTAAATCCATTAGGGATGCGAAATCCJ^GTGCAGAATCTTCCAACGCCACCAATAACA 
ACACCTTAGGCACGGAAAGTAAGCTTTTGCCAGATGGTGACGCCGTTGATGCACTAAGTA 
GAAAAATTGATCAAATACCCAAAATTGCTGTTACTGGTGGCGAAAATAACGAAAATACCC 
AGGCCAAAGACGATGCTGCCACTAAGACTCCACTCATTAAAGATGCAAATATTAAGCCTG 
TTCTCAACGCAGCTGTTAACGATAACCAATCGAAGGTTTCAGTGGCTACTGAACAAACAA 
AAAAGACTGAAGTAAGCACGAAAAATGGCCCATCAAGATCTATTTCCACGAAGGAAACTA 
AGGATTCTGCGAGACCATCTAATAACAATACTACTACTACTACTACTACAGATGCTACTC 
AGCCCCACCATCATCATCACCACCACCGCCATCGTGATGCTGGAGTGAAGAATGTCACGA 
ACAATTCTAAGACAACCGAATCCTCTTCCTCTTCATCGGCGGCAAAG6AAAAACCAAAAC 
ATAAAAAGGGGCTATTGCATAAGCTGAAAAAGAAGCTTTAA 
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YBR086C, 946 aa (SEQ ID NO 18) 

MSQTITSLDPNCVIVFNKTSSANEKSLNVEFKRLNIHSIIEPGHDLQTSYAFIRIHQDNA 
KPLFSFLQNLDFIESIIPYHDTELSDDLHKLISISKSKILEAPKQYELYNLSNLTNNPKQ 
SLYFAFLQNYIKWLIPFSPFGLSIRFLSNFTyEFNSTYSLFAILWTLSFTAFWLYKYEPF 
WSDRLSKYSSFSTIEFLQDKQKAQKKASSVIMLKKCCFIPVALLFGAILLSFQLYCFALE 
IFYKQIYNGPMISILSFLPTILICTFTPVLTVIYNKYFVEPMTKWENHSSWNAKKSKEA 
KNFVI IFLSS YVPLLITLFLYLPMGHLLTAEIRTKVFNAFS ILARLPTHDSDFI IDTKRY 
EDQFFYFIVINQLIQFSMENFVPSLVSIAQQKINGPNPNFVKAESEIGKAQLSSSDMKIW 
SKVKSYQTDPWGATFDLDANFKKLLLQFGYLVMFSTIWPLAPFICLIVNLIVYQVDLRKA 
VLYSKPEYFPFPIYDKPSSVSlSrrQKLTVGLWNSVLVMFSILGCVITATLTYMYQSCNIPG 
VGAHTSIHTNKAWYLANPINHSWINIVLYAVFIEHVSVAIFFLFSSILKSSHDDVANGIV 
PKHWNVQNPPKQEVFEKIPSPEFNSNNEKELVQRKGSANEKLHQELGEKQPASSANGYE 
AHAATHANNDPSSLSSASSPSLSSSSSSSKTGVVKAVDNDTAGSAGKKPLATESTEKRNS 
LVKVPTVGSYGVAGATLPETIPTSKNYYLRFDEDGKSIRDAKSSAESSNATNNNTLGTES 
KLLPDGDAVDALSRKIDQIPKIAVTGGENNENTQAKDDAATKTPLIKDANIKPWNAAVN 
DNQSKVSVATEQTKKTEVSTKNGPSRSISTKETKDSARPSNlOm'TTTTTDATQPHHHHH 
HHRHRDAGVKNVTNNSKTTESSSSSSAAKEKPKHKKGLLHKLKKKL 

YBR093C, 1904 bp, CDS: 501-1904 (SEQ ID NO 19) 

ACGTATTl^AAGTCATCTTATGTGCGCTGCTTTAATGTTTTCTCATGTAAGCG^ 

GTCTATAAACTTCAAACGAAGGTAAAAGGTTCATAGCGCTTTTTCTTTGTCTGCACA^ 

AAATATATATTAAATTAGCACGTTTTCGCATAGAACGCAACTGCACAATGCCAAAAAAAG 

TAAAAGTGATTAAAAGAGTTAATTGAATAGGCAATCTCTAAATGAATCGATACAACCTTG 

GCACTCACACGTGGGACTAGCACAGACTAAATTTATGATTCTGGTCCCTGTTTTCGAAGA 

GATCGCACATGCCAAATTATCAAATTGGTCACCTTACTTGGCAAGGCATATACCCATTTG 

GGATAAGGGTAAACATCTTTGAATTGTCGAAATGAAACGTATATAAGCGCTGATGTTTTG 

CTAAGTCGAGGTTAGTATGGCTTCATCTCTCATGAGAATAAGAACAACAACAAATAGAGC 

TGGCCAATGO^GGTACCATTCCCTTAGGCy^AACTAGCCGATGTCGACAAGAl-rGGTACCC 

AAAAAGATATCITCCCATTTTTGGGTGGTGCCGGACCATACTACTCTTTCCCTGGCGACT 

ATGGTATTTCTCGTGATTTGCCTGAAGGTTGTGAAATGAAGCAACTGCAAATGGT^^ 

GACATGGTGAAAGATACCCTACTGTCAGTCTGGCTAAGACTATCAAGAGTACATGGTATA 

AGTTGAGCAATTACACTCGTCyATTCyU^CGGCTCATTGTCATTCTTGAACGATGATTACG 

AGTTTTTCATCCGTGATGACGATGATTTGGAAATGGAAACCACTTTTGCCAAC'rcGGACG 

ATGTTTTGAACCCATACACTGGTGAAATGAACGCCAAGAGACATGCTCGTGACTTCTTGG 

CTCAATACGGTTACATGGTCGAAAACCAAACCAGTTTCGCCGTTTTTACCTCTAATTCTA 

AGAGATGTCATGACACTGCTCAATATTTCATTGATGGTTTAGGTGACCAATTCAACATCA 

CCTTGCAGACTGTCAGTGAAGCTGAATCCGCTGGTGCCAACACTTTGAGTGCTTGTAACT 

CATGTCCTGCTTGGGACTACGATGCCAATGATGACATTGTAAATGAATACGACACAACCT 

ACTTGGATGACATTGCCAAGAGATTGAACAAGGAAAACAAGGGTTTGAACTTGACCTCAA 

CTGACGCTAGTACTTTATTCTCGTGGTGTGCATTTGAAGTGAACGCTAAAGGTTACAGTG 

ATGTCTGTGATATTTTCACCAAGGATGAATTAGTCCATTACTCCTACTACCAAGACTTGC 

ACACTTATTACCATGAGGGTCCAGGTTACGACATTATCAAGTCTGTCGGTTCCAACTTGT 

TCAATGCCTCAGTCAAATTATTl^GCAAAGTGAGATTCAAGACCAAAAGGTTTGGTTGA 

GTTTTACCCACGATACCGATATCCTAAACnTTTTGACCACCGCTGGTATAATTGACGACA 

AAAACAACTTAACTGCCGAATACGTTCCATTCATGGGCAACACTTTCCACAGATCCTGGT 

ACGTTCCTCAAGGTGCTCGTGTCTACACCGAAAAATTCCy^TGTTCTAACGACACCTACG 

TCAGATACGTCATTAACGATGCTGTTGTTCCAATTGAAACCTGTTCCACTGGTCCAGGGT 

TCTCTTGTGAAATCAATGACTTCTACGACTATGCTGAAAAGAGAGTAGCCGGTACTGACT 

TCCTAAAGGTCTGTAACGTCAGCAGCGTCAGTAACTCTACTGAATTGACCTTCTACTGGG 

ACTGGAACACTACTCATTACAACGCCAGTCTATTGAGACAATAG 

YBR093C, 467 aa (SEQ ID NO 20) 

MFKSWYSILAASLANAGTIPLGKLADVDKIGTQKDIFPFLGGAGPYYSFPGDYGISRDL 
PEGCEMKQLQMVGRHGERYPTVSLAKTIKSTWYKLSNYTRQFNGSLSFLNDDYEFFIRDD 
DDLEMETTFANSDDVLNPYTGEMNAKRHARDFIiAQYGYMVENQTSFAVFTSNSKRCHDTA 
QYFIDGLGDQFNITI^TVSEAESAGANTLSACNSCPAWDYDANDDIVNEYDTTYLDDIAK 
RLNKENKGLNLTSTDASTLFSWCAFEVNAKGYSDVCDIFTKDELVHYSYYQDLHTYYHEG 
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PGYDIIKSVGSNLFNASVKLLKQSEIQDQKVVfljSFTHDTDIIJSFLTTAGIIDDKNNLTAE 
YVPFMGNTFHRSWYVPQGARVYTEKFQCSNDTYVRYVINDAVVPIETCSTGPGFSCEIND 
FYDYAEKRVAGTDFLKVCWSSVSNSTELTFYWDWNTTHYWASLL^ 

YBR181C, 1563 bp, exonl: 501-506, intronl: 507-858, exon2: 
859-1563 (SEQ ID NO 21) 

TAACTTCTCAACATAATTATGTAAAAAATTATCTCATTAAGCCAGATAGCAAATATATCA 

CATATTGCATTGATTAATTTGAGAAAAATATACATGTATCTTTTCAGTTAATTTTA^ 

AAATAAATTATTTCCTTACTTTTTTTTCTACAGTTTGCACCATTAACCTCTTTT 

GCATACAGGCCGCTTATCTTCATGCCGGCCCATCATCCTAGGAAACTCTTTCGGTATGGG 
CCAAGGGCAGGCGAAAATCCTATGTGCGTGGAGCTGATACAATCTCGGCTGGCTTGGTTT 
GTAGGGCACGGTCAATGAATGCCTGATGGGAGAAAAATTCATCTTTATGAAAAGTGATCT 
TAATTTCAATAGTGTGCCCTTCAAAACATTTGGAAGTCATTAATTGAAACTATCCAGTGT 
GAATAGACGACTGAGCCy^TCATGAAGGTATGTAATATCACCCAAATCCTTAGAATTCTAA 
TGAATCAGCACGCGCTAACCGGCTGTTTCTGACTGTTTGATAAACGTATACCa^CAAATT 
AGTGCACTATAATAAAAATTCTCAAGAACAACGTTGTTTAAACGAGATAATTCCCTCTAA 
TATACACGTACCGACACTTAGGA7VAATATCTCGCTAAGTTCAAATTAAGGAATGAAAAAG 
GAATTTACGAAAAGGGTTTAGAAATATCAATGAAAATAAGAAAAACCTGTAACGGAAGAA 
AGGACAGCAGGGATTCGTTGGAATTTGTCGATATTGGCTTCGGACAACTTTACTAACAAA 
TGGTATTATTTATAACAGTTGAACATTTCTTACCCAGTCAACGGGTCTCAAAAGACCTTC 
GAAATTGATGATGAACACCGTATTCGTGTTTTCTTCGACAAGAGAATCGGTCAAGAAGTC 
GATGGTGAAGCCGTTGGTGATGAATTCAAGGGCTACGTCTTCAAGATCTCTGGTGGTAAC 
GACAAACAAGGTTTCCCAATGAAGCAAGGTGTTTTGTTGCCAACTAGAATCy^GTTGTTC 
TTGACCAAGAACGTTTCTTGTTACAGACCAAGACGTGATGGTGAAAGAAAGAGAAAGTCC 
GTCAGAGGTGCCATTGTTGGTCCAGATTTGGCTGTCTTGGCTTTGGTCATTGTCAAGAAG 
GGTGAACAAGAATTGGAAGGTCTAACTGACACTACTGTTCCAAAGAGATTGGGTCCAAAG 
AGAGCTAACAACATCAGAAAGTTCTTCGGTTTGTCC»AGGAAGATGACGTTCGTGATTTC 
GTCATCAGAAGAGAAGTCACCAAGGGTGAAAAGACTTACACCAAGGCTCCAAAGATCCAA 
AGATTGGTTACTCCTCAAAGATTGCAAAGAAAGA6ACACCAAAGAGCTTTGAAGGTCAGA 
AACGCTCAAGCTCAAAGAGAAGCTGCTGCCGAATACGCTCAATTGTTGGCTAAGAGATTG 
TCTGAAAGAAAGGCTGAAAAGGCCGAAATCAGAAAGAGAAGAGCTTCTTCTTTGAAGGCT 
TAA 

YBR181C, 236 aa (SEQ ID NO 22) 

MKLNISYPVNGSQKTFEIDDEHRIRVFFDKRIGQEVDGEAVGDEFKGYVFKISGGNDKQG 
FPMKQGVLLPTRIKLLLTKNVSCYRPRRDGERKRKSVRGAIVGPDLAVLALVIVKKGEQE 
LEGLTDTTVPKRLGPKFANNIRKFFGLSKEDDVRDFVIRREVTKGEKTYTKAPKIQRLVT 
PQRI^RKRHQRALKVBNAQAQREAAAEYAQLLAKRLSERKAEKABIRKRRASSLKA 

YCL007C, 893 bp, CDS: 501-893 (SEQ ID NO 23) 

ATTACTTTAAATTGTTTGTCTATTCCAACATAATCATTAGCAGCACATGTCGAGCAACAG 

ATAAACACAGCAGCGGCACGGTGAACCACATAAGTGTATGTGCACACGCGTGTTTTGTGC 

AGTGTATTACCAACTTGCGCATGCAAGGATATCACACTCCTGTTTCTGCCTCATGTCTTT 

TAAAACGCTTCCACGGGACATGGGTTCTAATTATGGAGAAGATCAAGCTTTGAAATGGCC 

CGTTTACACATTTTGATACAACCGTAGACGGCGTCTCGTTTCAAAGACCGTGTGGTTGTC 

TATCAGTATATACTCATTGTGTTTTTCAAAAAATCTCTGGGTTGTTTAGATGCCACTATA 

TTTCTATTCGTATTTATTTTTATGTATACTTATTTTGCTTATTTTTCT^ 

ACGTCACTTGGCTTGATATACTCGACGCTTTATTCTGCAAATTCAGGTCr^^ 

CGGCGTGGAGCCACCAAGGGATGGAGCTGGCAAAGGAACGTAATGGCCCACATCAAAAAC 

ATCATGGCCAATGTCAAAATCACTGTACTTCTCCAAACACTGTACGACAAAACAAAACaA 

ACAAACTCTTGTTAGTAAAAAAGAAAGGGAAACTAGTAATATGGAGACACATCGTAAAAA 

GCACTAACCACTATGAATACACCAACAACAGTATAGCTAAATTGGACGCGCAGAGAGTTA 
GTAGAAGAAGAAGGAAGAAAAGGGAAGCGGAGAGAAGAGATTATGACACATACAAACTAC 
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YCL007C, 13 0 aa (SEQ ID NO 24) 

MELAKEWJGPHQKHHGQCQNHCTSPNTVRQNKTNKLLLVKKKGKLVIWRHIVKKMLHIRL 
VVLWSHYPEQHGHGTNHYEYTNNSIAKLDAQRVSRRRRKKREAERRDYDTYKLLITLCSL 
LFVGPLFLKV 

YCL016C, 1430 bp, CDS: 501-1430 <SEQ ID NO 25) 

ACATGACCTAATTTATAGCTTAGGGTTCTTTTTTGTCAATTCTATGCGTATGACAAAGA 

GCACCACGATGCTGATCGAAATCTCTAGGAGTAGCATACCACiVGCGATATTATTTAGTAG 

GGCAGCGTATAGTATAACCAGAAAAAAGTGAAAAATAAACTAAAAAAGCACTATGAGATG 
AACGGTAAAAATCCACCAGAGATTTGCTCACTAATAATCCTGTACCATGTCCATCAACCT 
ACATTCCGCACCCGAGTATGATCCATCTTATAAGCTGATCCAGTTGACACCAGAGTTACT 
GGATATAATACAGGATCCGGTTCAAAATCACCAGTTAAGGTTTAAGTCATTGGACAAAGA 
CAAGTCTGAAGTTGTACTGTGTTCGCACGACAAGACTTGGGTGCTGCAAGCAGCGCAAAC 
ATTCAAACACAGTTCTACTAATGAGAGAATTTGTTCCTGAACAACCTATTACTTTCGACG 
AAACGCTCTTGTTTGGACTGTCCAAGCCGTACATGGACGTCGTGGGATTCGCCAAGACTG 
AATCAGAATTTGAGACCAGAGAGACACATGGCGAATTGAACTTGAATTCAGTACCAATAT 
ACAACGGAGAACTGGATTTCTCCGACAAAATCATGAAGAGGTCATCTACAAAGGTTATCG 
GGACCCTGGAAGAACTACTTGAGAACTCACCATGTTCTGCGCTAGAAGGTATATCAAAAT 
GGCATAAGATTGGTGGATCTGTGAAAGACGGTGTGTTGTGTATTCTTTCACAAGACTTCC 
TTTTCAAAGCACTGCATGTACTACTGATGAGCGCAATGGCAGAATCACTCGATCTACAGC 
ATCTGAATGTTGAGGATACACATCACGCTGTGGGGAAGGACATTGAGGACGAGTTCAATC 
CATACACAAGAGAAATCATTGAAACAGTGCTGAATAAATTTGCTGTTCAAGAGCAAGAGG 
CTGAAAACAATACGTGGCGCTTGA6AATACCGTTTATAGCTCAGTGGTACGGGATTCAAG 
CGCTAAGGAAATATGTTTCTGGAATAAGCATGCCAATTGATGAGTTCCTCATCAAGTGGA 
AGTCCCTTTTCCCACCTTTCTTCCCATGTGACATTGAO^TTGACATGCTGCGAGGCTATC 
ATTTCAAGCCTACCGATAAGACTGTCCAGTATATAGCGAAAAGCACACTACCAATGGACC 
CCAAAGAACGGTTTAAAGTCCTGTTTAGGCTACAGTCACAGTGGGACTTGGAGGATATCA 
AGCCTCTAATTGAAGAACTAAATTCAAGAGGTATGAAAATAGACyVGTTTCATCATGAAGT 
ATGCCCGCCGTAAAAGACTGGGCAAAAAGACCGTGGTCACGAGCAGGTA6 

YCLOieC, 309 aa (SEQ ID NO 26) 

MREFVPEQPITFDETLLFGLSKPYMDWGFAKTESEFETRETHGELNLNSVPIYNGELDF 

SDKIIQCRSSTKVIGTLEELLENSPCSALEGISKWHKIGGSVKDGVLCILSQDFLFKALHV 

LLMSAMAESLDLQHLNVEDTHHAVGKDIEDEFNPYTREIIETVIiNKFAVQEQEAEl^^ 

LRIPPIAQWYGIQALRKYVSGISMPIDEFLIKWKSLFPPFFPCDIDIDMLRGYHFKPTDK 

TVQYIAKSTLPMDPKERFKVLFRLQSQWDLEDIKPLIEELNSRGMKIDSFIMKYARRKRL 

GKKTWTSR 

YCR052W, 1952 bp, CDS: 501-1952 (SEQ ID NO 27) 

GTCATCGACAGCAAATTGCTGGAAGAGTTCAAGGACAACGTGAGATACACCTTGGAAAAT 
GACCCTGAGGAAGGAGCCGATGAGGCCACTCTGCAACGCAGGAGGCAGTTGGAACAGATC 
ATTACGGGAGACAACGCTGAGGAGGAGTTGGAAAGGTACATCCGTGCTATGGTCAGAGAG 
CAGATGCTGGGCCAGGGCTCCATGGCGGGTTCCGGGGACGAACCAGATTCCAAGAGAAGA 
AAATAACGACCCAGCACAAAGGCTCTTACAGCTTGCTAAAAGAAATTGAACGCGACGCTA 
CATGAACTACTTCTTTCTCTTACATAGTCTTTTCCCTTATGTATCTTTTCTGTACATTAA 
TAGACGTTCTTACAAGGTAAAATTTCACCGCGTTTTTAAATAGAATGAAAAAAACGTTGT 
AGAGTGAAAGAAAAGCAACAAATATACAGTTCACAAGGCAGCTTCGTATAGTAATACAGC 
ACGAAAAACAGCTCATAGAAATGGTAACACAGACCAATCCGGTCCCTGTTACATATCCAA 
CGGATGCTTATATCCCCACGTATCTGCCCGATGATAAGGTCTCCAATCTGGCAGATTTGA 
AAAAATTGATAGAAATGGATTCCAGACTAGATTTGTATCTGACAAGAAGGAGGCTGGATA 
CGTCCATCAATTTACCTACAAACACCAAGACCAAGGACCATCCCCCCAATAAA6AGATGC 
TGAGGATTTACGTCTACAACACTACGGAAAGCAGCCCTCGCAGCGATTCTGGCACCCCAG 
CGGACTCAGGCAAGACTACATGGACACTGAGAATAGAAGGTAAGCTTCTGCACGAGTCCG 
CAAACGGAAAGCACCCATTTAGTGAGTTTTTGGAAGGTGTCGCGGTCGACTTTAAAAGAC 
TGAAACCGCTGGGCATGGGCAAGAAGAGGAAACGCGATTCGTCATTGAGCCTTCCTTTGA 
ATCTGCAACAACCCGAATACAATGATCAAGATAGCACCATGGGCGATAACGACAACGGCG 
AGGATGAGGACAGTGCAGAGGCAGAATCCAGGGAGGAAATTGTAGACGCACTGGAATGGA 
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ACTACGATGAAAACAACGTTGTGGAGTTTGATGGTATCGACATCAAGAGGCAAGGCAAGG 
ATAATTTGCGATGCAGTATAACCATCCAGTTGAGGGGTGTCGACGGTGGAAAAGTACAGT 
ACTCGCCCAACTTAGCTACCTTGATAGGTATGCAAACGGGCTCCGTTAATGACGCGGTTT 

attcgatctacaagtacattttgatcaacaatctgtttgttacx;gaacaaacagag« 

aagatggttccaacgatgccgaagacagcagtaacgagaataacaataaaaacggtgctg 

gtgacgatcatggcgtcgagggaagtactccaaaggataagcccgaattgggtgaagtga 

agctagattcactcttacaaaaggtattggatacaaacgccgcgcacctccccttgatga 

atgttgtgcaaaccgtgaacaaactggtatcacccctaccgcccatcatcctagattata 

caattgatctttccaaagataccacctatggtgctaccaccttggatgtagatgtgtcgc 

acattctccaccagcctcaaccccagccaaatttacaaaaagaggaagaaacagatgctg 

aagacacagcaaaactacgtgaaatcacaaagcttgccttgcagttgaactctagtgctc 

aaaaataccagtttttccacgaactgtctttgcatccaagagaaacgctgactcactact 

tatggtcttccaagcaaaacgagcttgtgctgcagggcgaccaatacttcaatgaagatg 

ctgcaagaacgagtgacatatacagtaacaacaacaatgacaggtcactaatgggcaata 

tctcactactgtactcccaaggaagactataa 

YCR052W. 483 aa (SEQ ID NO 28) 

MVTQTNPVPWYPTDAYIPTYLPDDIWSmiADLKKLIEMDSRI^Ln.TIURRLiyrSI^ 

ntktkdhppnkemlriyvmm'essprsdsgtpadsgkttwtlriegkllhesangkhpf 

seflegvavdfioilkpixsmgkkrkrdsslslplnlqqpeyndqdstmgdndngededsae 

aesreeivdalewnydennvvefdgidikrqgkdnlrcsitiqlrgvdggkvqyspnlat 

ligmcn«svndawsiykyili]m.fvteqteaqix3snd;vedssnen]!jl!^ 

gstpkdkpelgevkldsllqkvldtnaahlplmnwqtvnklvsplppiildytidlskd 

TTYGATTLDVDVSHILHQPQPQPNLQKEEEIIjAEI/TAKLREITKIALQI^ISSAQK^^ 

ELSLHPRETLTHYLWSSKQNELVLQGDQYFNEDAARTSDIYSNNNNDRSLMCTflSLLYSQ 

GRL 

YCR064C, 911 bp, CDS: 501-911 (SEQ ID NO 29) 

AGGTTTTAACGCGTTATCTTTGTTCCGAAAAAAAAAAAAAACGGAAAAATATATTTTTTC 

GTCGTCTTTGACGAAGGAGACGAAAACCTCTTCTAAAACGTTGGGAGAGAGATAATTACA 

TGGCCAGAACAATACTGCAACGTGCATATAGTCGTTAGTCTGTGCTTGCACATCCACGGC 

AGCCGCAGTGGACGCyvCTGATGGAAGGACACCTGTGTGCCCTTTTTGCGTGCTTCTTCCT 

CTAACTGTGCACGAGGCACCCTGCAGATGCAAGTGCTACCGTTGTTAGTTTCGTTCTTTT 

GAATGCAGCGCAGACAGCACAGTTTTTCATACCCGGTTTTGCGCCATTTGGCAATTAGCA 

ATTTATCAGCATACTTTTCCTTTATCAACCAATCGTAAAGGTCTTTGGAGATGGCCTTTC 

TCTTGTAGTACAGAGTATATATGTATCTAGAGCGCTGGTGGTGGAGTTGCATTATCTCCC 

AGAGCTGCTCATTGGACTTTGCTGCGAGCTTAGACGACTTGTCCTTTTGGGCATCTCTGA 

GTTGGATTTCGAAATCTGTGAGGGTTGGCTTGATTTTTTCGAACCCGTCAGGTGCAGGCT 

TGGATCTTCTGGTCTTTATGCGCGGCATGTCGTTTTGTGAGGTGAGCTTTGCTAGTC^^ 

ACGGCTGTAGAGGTGTTTACATTGATGATGAGTCCCTAAGAAAATTTTTCTTTTTI^^ 

AGTATTTCACTTTCCGTTGTGAACGACAAATGTACTATGCGTTCAAGAGCCAACGCAGTA 

TO^TCGTCAAAGTTCCTACCy^CAACGCGTGTGATTGATCTTGTACI^ 

TAAGTCTGTGA 

YCR064C, 136 aa (SEQ ID NO 30) 

MYLERWWWSCIISQSCSLDFAASLDDLSFWASLSWISKSVRVGLIFSNPSGAGLDLLVFM 
RGMSFCEVSFASLDGCRGVYIDDESLRKFFFFFQYFTFRCERQMYYAFKSQRSIIVKVPT 
TTRVIDLVLWNVLSL 

YCR073W-A, 1448 bp, CDS: 501-1448 (SEQ ID NO 31) 
GTTTATGGCTGGAATGACTTGATAATCTCTTCACGAGCTTACTTGAGATGGTATGAGGAG 

TTTTCACCTACAAGGAACTACCTTTTATAGCCACCCTAAGTAAAACAACATTAGCTTAGC 

ATCCTCAATTCTTATCGTATGTTGTTGCTGCTATTTTTATCCTATTGTTCCT^ 

TTTTTTACATAAGGTACCAAGGCAAGAGAAAAGACCCGCGAAATTTTCAATTCGAGACAT 

AGGGTTAATACGAAATATGTTAAGGTCTAGTTTCCAAAAAATGAAGAAAATGTGATTAGA 

CATCCTGGGGAAATTAGGTTTAAATAGGGCGGGCGCTACAGGGGTTTTCCTAACAAATTT 
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CJATGATJ^TAGTGWCATCATCATCGTCATATCCAGTGTAGGTATGGACTAGAACAGSAAA 
GCAATTTGCAGCAAGACAATATGACTACGACGGTACCCAAGATATTCGCGTTTCACGAGT 
TTTCAGACGTGGCAGAGGCCGTAGCTGACCATGTAGTCCACGCGCAAGACGGTGCATTGG 
CTCCAAAGAACGAGAGGAAACACTCTGTTGCCAACATCAGCATGAATGCACTGGATATGA 
CGAGAGAGGCCTCTTGCAAAA6CACAGCATCTGCCGCGGAAGGGAAAAGTGGTAGCAGTG 
GTAGTGGCAGTGGTAGCAGTAAGCCCAAAAAGGAGAAACGGTTCAAGATTGCTCTCTCCG 
GTGGGTCATTGATCGAAGTGCTACACGAAGGTCTGCTAAAACGAGACGATGTACGGTGGG 
GAGACTGGGACATTTACTTTGCAGACGAGAGACTTGTACCCTTCAGCTCGAATGAAAGCA 
ATTATGGATGCGCCAAAAGGAAGATTTTGGACCTGATAGACACGGCGAAGTATGGAACTC 
CGAAGGTGTACCACATTGACGAGTCATTGATTGACGACCCGCAAGAATGCGTTGATAACT 
ATGAAAAGGTGCTAATCCGCGGGTTTGCCGGTAGAGATTCCGTCAAACTTCCGATGTTCG 
ACTTGTTCCTGCTTGGTTGTGCCCCCGATGGTCATATCGCATCACTCTTCCCTAACTTCC 
AGGACAATCTACGTGAGAAACTTGCATGGGTGGTGCCCGTGGAGAACGCTCCTAGTGGGC 
CCTCGACCAGAATTTCGCTGACTATACCTGTAATCTGCCATTCTCACAGGGTTACTTTCG 
TTGTCGAAGGTGCAACCAAGGCGCCCATCATCAAGACCATTATGGAAAGGCCTGAAAAGG 
GCCTACCTAGCAGTATTGTCAACGAAGGTGCTGCTGGTCGTGTATCATGGTTTGTTGACG 



CTATTTAA 

YCR073W-A, 315 aa (SEQ ID NO 32) 

imriWKIFAFHEFSDVAEAVADHVVHAQDGALAPKNERKHSVPNISMNAlJ)OTREASC^ 
STASAAEGKSGSSGSGSGSSKPKKEKRFKIALSGGSLIEVLHEGLLKRDDVRWGDWDIYF 
ADERLVPFSSNESNYGCAKRKIIJDLIDTAKYGTPKVYHIDESLIDDPQECVDNYEKVLIR 
GFAGRDSVKLPMFDLFLLGCAPDGHIASLFPNFQDNLREKLAWWPVENAPSGPSTRISL 
TIPVICHSHRVTFWEGATKAPIIKTIMERPEKGLPSSIVNEGAAGRVSWFVDDDALTDV 
LVTKKKYKFHQGLSI 

YDLOIOW. 1196 bp, CDS: 501-1196 (SEQ ID NO 33) 

TAGTAATTAGTTTCTTATGATGGATTTAATGGCX3TAGTTCATCCGCGTTTAATTTAACTA 

GAGGATAATCTACTTGCAGCATGAATGAAAATAGTAAGCCAGTAAGGATGCACTGACA6A 

CTCAGCTACCGATTAGTGTTGTTGACTTTTCCGCAAGATCCTTTTCTCCCTC^^ 

TAGTCATCCCTCCACACAAGATTCGCTCTTAAGTAGTGGCGCAGGCTGTTCGCTTTTAA6 

CATAGTGCTTAATGTCGAAGGCTTTATAGATCCCAAATACTACGCCTTGAGAAATTGAAT 

GCACTAGCAGTTAGTTAACTTTCTGGAACGCGCATGACGCGTCCCGGGGCGCCTGAGGCG 

GAGCGTTCGCGAAATCGGGAAAACATTATACTGGGAAAGATCACTATCTATTCTCTAAAT 

GAACTTTTAAGCAAATTATCGTAAGATAGAAAAGACGAAACCTTAGCAACCTAGCGGTTT 

AATATAGAAACAATTTTATTATGATACCTTCCAATAAGAGAAATGCTAGAATTTTAAGCA 

TTACAACGCTATTATTGTTGTTAGTGTTTTTCGTAGCGCAAAATGCGAACTTCTTGACGG 

TAGAGATAAAAGAGGAAACTTCTAAAGCATTTAGTACTAATATGGACAATATGGCTGGAG 

GATCTTCO^GGGAATATGCTGCTATGCCGACTTCTACCACGAATAAGGGGAGCTCTGAAG 

TAGACGAAGAAATTAATGAAATAAAACAGAAGGTGGGACTCCAACAGCCCATAGCATCGG 



ATGTTCAAAAAGAATACTCCCTCATACTAGACTTGTCTCCGATTATAATATTTAGTAAAA 
GCACCTGTTCATATAGC2UIGGGCATGAAGGAACTGCTTGAAAATGAGTATCAGTTTATCC 
CAAACTACTATATTATAGAACTTGACAAACATGGACATGGGGAAGAGCTGCAAGAATATA 

GAGGTAATGAAGAAATCAAGAAACTGCACACTCAAGGGAAACTTTTAGAATCATTACAAG 
TCTGGAGTGATGGTAAATTCTCGGTTGAGCAACGTGAAAAACCTTCCAATAATTGA 

YDLOIOW, 231 aa (SEQ ID NO 34) 

MIPSNKRNARILSITTLLLLLVFFVAQNANFLTVEIKEETSKAFSTNMDNMAGGSSREYA 
AMPTSTTNKGSSEVDEEINEIKQKVGLQQPIASVDDSLSAIKNDKGSRITKAFNVQKEYS 
LILDLSPIIIFSKSTCSYSKGMKELLENEYQFIPNYYIIELDKHGHGEELQEYIKLVTGR 
GTVPNLLVNGVSRGCaiEEIKKLHTQGKLLESLQVWSDGKFSVEQREKPSNN 

YDL036C, 1889 bp, CDS: 501-1889 (SEQ ID NO 35) 

TCAAATCCAGCTTCTTTTCAAGCAATATTGTCACAAACGATGATGAGAATAGCATTGAAG 
AGGATAAGAATTTACGCTATTCAGATGCTAGTGCATCTGAA?ATTATCTGGTCAAGCCCA 




^TTCCACCAAGGTTTGT 




^GCTTTTA 
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CAATACCAGGTACGACTCCTGATCCAATAATTGAGGCGCAGAACGATAATGATAGTAGTG 
ATAGTAGCGGCATAGATTTGATAGCCTTCTTAAGAAATGGACCT^TTATAAAGTTTTTGTA 
TCGCGATGTTTGAAAATGGAAAGTAAGGAACGTAATACAAATTGACAAGTAGCCGACATG 
AATGACGCTCACTTCTCTTATATATGTTAGGTAGTATATGCATTATAGAATTTATTCATT 



AACAAAA6ACCGAGTTAAGAAAAA6TTCATAAAAAACTTTTGAAAATGGAT6AGTGCTCG 

TATAATGGAATAGGAAACTTATGCAAAGAAATAATAGGTTAAGAAATTTGTTTACAGTGC 

CAGTAATAATGGCTCGACAACTCAAAAGGAATGCATTATCTGCAGGTCTTGCTITrGCAG 

GTAATGCAACCTCAAATGAGTTTGATGAACATTTGCAAAATGAGGTTGAAAGAGAGAGGG 

AAATTCAAAAGAAAAAAAAAATAAAGCGAACTCAATCAAAAAAATCGCCAGATTTGATTA 

ATAAATCTACTTTTCAATCACGAACGATAGGCAGCAAAAAAGAGAAACATAGACAACTAG 

ATCCAGAGTATGAAATTGTCATCGATGGCCCTCTAAGGAAAATCAAGCCCTACCATTTTA 

CGTACAGGACCTTTTGCAAAGAGCGTTGGAGAGATAAAAAATTGGTTGATGTCTTTATAT 

CTGAATTTCGAGATCGTGAATCTGAATATTATAAAAGAACAATCGAAAACGGGGACGTTC 

ATATAAACGATGAAACTGCGGACTTATCTACTGTAATTCGCAATGGTGACCTGATTACGC 

ATCAGGTACATAGACATGAACCTCCAGTCACTTCCAGGCCTATCAAAGTTATTTTTGAAG 

ATGATAACATAATGGTTATTGATAAACCGAGCGGTATACCTGTTCACCCAACTGGCCGAT 

ATCGGTTCAATAC7ATTACGAAAATGCTTCAAAATAATCTCGGATTTGTTGTGAACCCAT 

GTAATAGGTTAGATAGGCTTACAAGTGGATTAATGTTTTTG6CAAAAACTCCGAAGGGAG 

CCGATAATATCGGCGATCAACTAAAAGCTCGAGAAGTCACTAAGGAATACGTGGCCAAGG 

TAGTTGGAGAATTTCCAGAAACGGAAGTAATTGTTGAAAAACCTCTAAAACTGATCGAGC 

CAAGGCTTGCTCTTAATGCAGTTTGTCAAATGGACGAGAAAGGAGCCAAACATGCAAAAA 

CTGTTTTTAACAGAATCAGCTACGACGGTAAAACGAGTATTGTAAAGTGCAAACCGCTTA 

CCGGGCGATCACATCAAATTAGAGTACATTTACAGTACrrAGSCCACCCAATTGCTAACG 

ATCCTATTTATTCCAATGATGAAGTATGGGGTAACAATCTCGGAAAAGGCGGCCAGGCTG 

ACTTCGATATAGTTATTACTAAGCTAGACGAAATAGGGAAAAGAAAACCTGCTAAAAGTT 

GGTTCCATAGTAATGGCGGGTACGGTGAGGTATTAAGGCAAGAAAAATGTTCTATTTGTG 

AATCTGATTTGTATACT6ATCCTGGCCCCAATGATCTTGATCTGTGGTTACATC 

TATACGAATCAACTGAGACTGAAGAAGGAACCGAAAAGAAAAAGTGGTGCTACAAAACAG 

AGTATCCAGAATGGGCTCTGAGAAGATAG 

YDL036C, 462 aa (SEQ ID NO 36) 

MQRWNRLRNLFTVPVIMARQLKRNALSAGLAFAGNATSNEFDEHLQNEVEREREIQKK^ 
IKRTQSKKSPDLINKSTFQSRTIGSKKEKHRQLDPEYEIVIDGPLRKIKPYHFTYRTFCK 
ERWRDKKLVDVFISEFRDRESEYYKRTIENGDVHINDETADLSTVIRNGDLITHQVHRHE 
PPVTSRPIKVIFEDDNIIWIDKPSGIPVHPTGRYRFNTITKMLQNNLGFVVNPCNRLDRL 
TSGLMFLJiKTPKGADNIGDQLKAREVTKEYVAKWGEFPETEVIVEKPLKLIEPRLAIiNA 
VCQMDEKGAKHAKTVFNRISYDGKTSIVKCKPLTGRSHQIRVHLQYLGHPIANDPIYSND 
EVWGNNLGKGGQADFDIVITKLDEIGKRKPAKSWFHSNGGYGEVLRQEKCSICESDLYTD 
PGPNDLDLWLHAYLYESTETEEGTEKKKWCYKTEYPEWALRR 

YDL083C, 1364 bp, exonl: 501-909, intronl: 910-1341, exon2: 
1342-1364 (SEQ ID NO 37) 

TATTCCGACTAGAAAAAAATTAAATTTTCTAACTACAAAAAATTGCCTGCATATATGTAA 

GGATGTAACAGGAAATGTATGGGTCACATATTAATAGCTTGTTTTACTCCATAAAAGAGT 

CTGATATTCAGAAAAAACACCCATACATGTTGAAAAATAATGCATTGTGAAAAAAAGTGG 

TTGAAAAATGTATGCGATCTAGGAAAAACTGAATTTTCCTTAGGTTGTCGCTCCTCCTCT 

AGAAGGATGCTGTGGCCTTTGACCTGGGCGGAAATTCTCTCTGTTTCCCTCTAGCTGAGG 

GAAACAGAACTGGTAGCAGTTCGTTCCGGCCAGGCCGCGTGAGCCTATACCACCGAATAT 

TATCCTAGCGCAGAGAGTAACACTGGCAAAGTCAAAAGTAT^TGCCATGTAAAATGTATA 

GGTTACGCAGTAGACTATTTAATATATACCTTTTTATTTAGCAGTGTTTCGAAAAATACA 

GCAAGAGAATAAGCAACAAGATGTCTGCCGTCCCAAGTGTCCAAGTATGTTAAATTATTT 

AAACGATGTCACGAATTTGTGAGGGATATTGAAACCyiTGCAGTGAGATAATTTCAATTTA 

AGAACCATATCACCTGAATAAGACGGGTGGGGCAAGCACTAGATGCGAATCATAGTTTTA 

GAACAACGGATCACCATTTCACACGTTAAAGACCGAGTAGAAATAACCAATAAATTGTGT 

GGGAAAATATTATACTTAATTTCTCTGTGGAGTAAAGTAATGAGCGTCTTTTGCGGTCTT 

ATTTATTCATTCGCTCCCCTTGCAATGAATTTTGAACAGAATGCTCCAAAGAGGAAGTC 

CAGGGTACCTC^CTTGTTTCACCCTTTTACACAGTTCATAATATTTTTGAGGATTTTGAA 
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TTTCTGTTTTACTAACATGTGAO^CGAAATGTTTTTCATTTTTGGTTTO 

TTGGTAAGAAGAAATCAGCTACCGCTGTTGCCCACGTCAAGGCCGGTAAGGGTTT6ATTA 

AGGTCAACGGTTCTCCAATCACTTTGGTTGAACCAGAAATCCTAAGATTCAAG6TCTACG 

AACCATTATTGTTGGTTGGTTTGGACAAGTTCTCCAACATCGATATCAGAGTTAGAGTCA 

CTGGTGGTGGTCATGTTTCTCAAGTCTACGCCATCAGACAAGCTATTGCTAAGGGTTTAG 

TCGCTTACCACCAAAAGTACGTTGACGAACAATCCAAGAACGAATT6AAGAAGGCCTTCA 

CCTCTTACGACA6AACTTTGTTGATCGCTGATTCTAGAAGACCAGAACCAAAGAAATTCG 

GTGGTAAGGGTGCTCGTTCTAGATTCCAAAAATCTTACCGTTAA 

YDL083C, 143 aa (SEQ ID NO 38) 

MSAVPSVQTFGKKKSATAVAHVKAGKGLIKVNGSPITLVEPEILRFKVYEPLLLVGLDKF 
SNIDIRVRVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEQSKNELKKAFTSYDRTLLIAD 
SRRPEPKKFGGKGARSRFQKSYR 

YDL125C, 1088 bp, exonl: 501-597, intronl : 598-708, exon2 : 
709-1088 (SEQ ID NO 39) 

TTCAAAATACGAGTAAAGGAGATCCTAGGTGTGGATTAGTAAGGGGAGTGTGGCAACTTC 
CTTTTTCCXSKSTTAArrcTCCGCGCTTTCGTTAGACTATTTTGC^ 

ACGCATGGAGGCTTCTACAAAACAGCGTGCCGTTTTGATGGCATGAGCAGGGGGCGCAAA 
GGAAACACCGGTAAATCGCGC/UVGACCTTGTTGGCOVCGTAGCCTCAAAGGTTGAATTGA 
CACTTGTCTACAGAACTTGAAAAGTACAAAAGGAGGTCACATAAAACAGTAAGCTTGAGA 
AGCTTTAAGATATGGTGCGAATCGTTACAGAATATTCCTTGCAGAAATAATGGCGGGTCC 
GTTCTCTTCTGAAGAAGTTACCGCCCTACTGAAGCATTGCTGTACGATCGTGTAATGTGA 
TGTGTGTTCGACTGGAAAGCGGAGAACATTATGAAGTAAAAGGACAATCAGCACGCCTTC 
CAGACTTTTAAGAAACATTGATGGAGCCATTGATATCGGCACCGTACCTAACAACAACAA 
AAATGTCTGCTCCTGCTACGCTTGATGCTGCCTGTATTTTTTGCAAGATTATTAAAAGTA 
TGTCACATTACTAATAAAGAGCTTACACTCACACCAATGATGGCGATAGTCTCTATGTAG 
TACATATACATAAAGCAGAATACTAACAATCGATCCGCTATGCAACAGGCGAAATTCCAT 
CCTTCAAATTGATTGAAACAAAGTACTCGTATGCTTTCTTGGACATCCAACCTACTGCTG 
AAGGTCATGCTTTAATCATTCCTAAGTACCATGGTGCGAAGTTGCATGACATCCCGGACG 
AATTCCTTACCGATGCTATGCCGATTGCCAAGAGACTGGCCAAGGCAATGAAGTTGGACA 
CTTATAATGTGTTGCAGAATAATG6TAAAATTGCGCATCAAGAAGTCGACCACGTCCACT 
TCCATTTGATTCCTAAGAGAGATGAGAAAAGTGGTTTGATTGTAGGGTGGCCAGCCCAAG 
AAACGGACTTCGATAAGTTGGGCAAGCTACACAAGGAATTGCTTGCCAAACTAGAAGGCT 
CCGATTAG 

YDL125C, 158 aa (SEQ ID NO 40) 

MEPLISAPYLTTTKMSAPATLDAACIFCKIIKSEIPSFKLIETICySYAFLDIQPTAEGHA 
LIIPKYHGAKLHDIPDEFLTDAMPIAKRLAKAMKLDTYNVLQNNGKIAHQEVDHVHFHLI 
PKRDEKSGLIVGWPAQETDFDKLGKLHKELLAKLEGSD 

YDL133C-A, 578 bp, CDS: 501-578 (SEQ ID NO 41) 

AAAGGTGGTTGGAGACTTTGTGTTGTAGCTTAGAATTTCTTCCACTATATGAAAGCCAAG 

ACCTCTTCTCCTCTTTCGACACTTCGTTTATTTCCACTTTCCCTTATTTAGTATTCATCG 

TTCAGAATGCTTTCTTTATTTCACGACGGTTACCACACCCGTACACCCTTATCTCATTTC 

ACCAGTACCTTTCCTTATOAGATTCATCTTATTTTATTTTAGGATTTTTAGGTCATTC 

CGACGCGTGTCGCACCATGGAAAAGGTGTCGCAGCTGCGATGCTATCCATTTACCCGTCA 

TCATTGCTGGCAGAAATCCCATCTTCCTCTGCTGGGGTGATTTATATATATGGAGAGTTA 

ACGAATGTAATATTTCTGAATGTTAAATAATTGTTATCCGTCATTATTGTTTCACTTCTC 

TCTTTGAAATTTCGCTTGTTTTCTGTTTTCATCTTATATTTTACTTCAATCCTAAGATAG 

TCATATCGACTTAATTCCAAATGAGAGCTAAGTGGAGAAAGAAGAGAACTAGAAGACTTA 

AGAGAAAGAGACGGAAGGTGAGAGCCAGATCCAAATAA 

YDL133C-A, 25 aa (SEQ ID NO 42) 
MRAKWRKKRTRRLKRKRRKVRARSK 
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YDL136W, 1268 bp, exonl: 501-503, intronl : 504-908, exon2 : 
909-1268 (SEQ ID NO 43) 

CATGCGGACCTTGTGTGTTTTGTTTCTAGATTGTTTTATTTTTATGATTGTTGA^ 

AAACCACTGTATAGTTGTATAAGATAGGATAATGATGGTGCACTGAAAATAAACTTACTA 

GCTCTTTAATATTGCAACGGCTTGTAACGGGCGCCATGATGACATTCAGAATTATACCAC 

TACTATATGAAAAAATGAAAAGAGGCCCTGCTTTGAACCCGTACATTTTATTCTATAATA 

TTGCATCTGTGGTTTGCCTGACGGCAGCGAGTCCAACACAAAGTCTGGCATATGCTACGA 

ATTTTCCACCATGGATTCAGCACCCAAACATTTGAATTTTTTTTCATGTCGAT^ 

TTTTACTGAAGATGAGGGTAAATAGAGGCCTCCAATCGTCATCATATGAGAAATGGATAT 

ATTGAAAATCTACTCACATCKnTTTTTGGGGGTTTGGTAGTAC^GTGAGAAC^ 

AGAACCAAATAGGACTAAAAATGGTATGTAGAGATGAATATACATGAAACGGACGTGATA 

TAATGTGCTATGGAAGAAAAAAGTCTCCTTTAATGTCTGCAGGATAAATAATCAAGTGGT 

CTGAAGAAAATTTACAGCTACAGTATTACTGCAAACCTTGCAGGCAAATATCAGAGAGAT 

CTCACCAGCTACAACTTGGTAACAGAAATTTATAAGTTTATGGCACTTGTTAAAATTGTT 

TGGAAGTTTTCGAAATTATAATATTGGTCTTCAGAAACCTGGAACCACATGTGAACTATT 

TTTTTTGGATAATGCATTGCACAGAGCGTATTAGTGTATACGAGAATCTAAAAATTTGAA 

ACTGGCTCATAAAAACAGGAACTTTTACTAACAGTTATGATTTTTTGTTCCCATTTTCTT 

ATCAATAGGCCGGCGTTAAAGCTTACGAACTAAGAACCAAATCCAAGGAACAATTAGCTT 

CTCAATTGGTTGACTTGAAAAAGGAGTTGGCTGAATTGAAGGTCCAAAAGTTGTCCAGAC 

CATCTTTGCCAAAGATCAAGACCGTCAGAAAGAGTATCGCCTGTGTCTTGACCGTCATCA 

ACGAACAACAAAGAGAAGCTGTTAGACAATTATACAAGGGTAAGAAGTACCAACCAAAGG 

ACTTGAGAGCCAAGAAGACCAGAGCTTTGAGAAGAGCTTTGACCAAATTCGAAGCTTCCC 

AAGTTACCGAAAAGCAAAGAAAGAAGO^TCGCTTTCCCACAAAGAAAGTACGCTATCA 

AGGCTTAA 

YDL136W, 120 aa (SEQ ID NO 44) 

MAGVIOiyELRTKSKEQIASQLVDLKKELAELKVQKLSRPSLPKIKTVRKSIACVLTVINE 
QQREAVRQLYKGKKYQPKDLRAKKTRALRRALTKFEASQVTEKQRKKQIAFPQRKYAIKA 

YDH67C, 2660 bp, CDS: 501-2660 (SEQ ID NO 45) 

TGGGTGTCGTCAAACAGGATGCCGTGGAATCATACGAACCGCACATTGTGGTAGAGCTAC 

AAAGCGATACGAAAGAAGATATGGTATCTAACGTATCCCGTATTGTTGCTTGGGAAAAGA 

TGTGGTTAGAACAACATCCAGATGGAGTCACAAATGAATATCAAGGGCCTCGTAGCGATG 

ACGAAGACGATGAAGACAGTGAGTAGGCGTTCCATAACTTTGTGTATCTACATATATACA 

TATATAATTGTAAATTAGTAACAGTAGTAATAGTAGTGCCTATTATAAAGGGTTTTCTTT 

AAGTAATGTCATGTACTTGTTTAATGTGACTTTGGTAATATATTTTCATTCTCCGATGCC 

GATGCCCAGTGGAAAAGTTTAAAGTGAAAAATTTTTCAACa^CATACy^GTTTAATAAGTT 

GGTTTTGATGCAAATAGCATTACTAAAGAAGAGCGCTAGGATAATTGTGCATTGCTATTG 

TGATTTTTGATACAGAAATTATGCACTATGTGGTACTAGAGCTGCAAGTTGCGCATTTGC 

CAGATACCCCCAAGGATCAATGTCGC7VTTGCGAATATAGCATTTCAAATTGTGAATGCTG 

AAACATTAGTATGCCATTATGGGACCAATTCTTTACCGAGCATTGAAGTAAACGGGACGA 

CAAAGAGTTTGGAGAGTGCAATGGTGCAATTGGACAAGGATATTCATGACGTTATTGGTA 

ACGACGACTTTGTTCTTGTTTCCCTGTATTCAACATGGCATATCCGTGTTACCTTACCAC 

GTCAAGCGAGAGATGATGGGTTTATTCTTACTTCTTATTTACAACATCCGAAAGTATTTG 

ACTTATGGAAGGAATTCGATAGATGGTGTGTCAACCATCCGGAGATTTTGGGACAAAAGA 

AAGCAATCTCCAACAACAATTGTAATACTAAAAGTATTAGTATTAATGCAGCCAAAAATA 

CGAAGGATTTGGACGAAATAGTTAGAATATTGGAAGTTTCAATCCCAACTGAAGAGGCAG 

GCTCTGTTCCAGAGATATACTCTCTTTTAAAAAGGAO^CGGATATATTAATACA^ 

ACAAAAAGTGTACTTCCCCTGAAGATATGGAATCTGTCTTAACAAAACCATATGACTCAC 

ACACCGATATTAGAGCGTTTTTGCAAGAGAAATCTAAGATTTTGTACATGAACAATTTAC 

CGCCCGACACAACTCAAAGTGAGTTGGAATCATGGTTTACCCyATATGGTGTTAGACCAG 

TTGGGTTTTGGACTGTCAAAAACmTCGTAGAAGATACGTCTAACGTTAATAATAACTGGA 

GTCTAAATAACy^GTCCCTATGTGGAAGATCAAGATAGTATCTCAGGATTTGTTGTCTTCC 

ATU^CACATGAAGAAGCAACTGAAGTACTAGCGTTGAATGGGAGATCAATCCTATCTAATC 

TGGCAAACACTAAGCAACCAAGGGTGGTGGAACATGTCCTTGAGCTTCAACCTTCTTCCA 

CCGGAGTACTCGATAAGGCTCAAGAAATTTTATCGCCTTTCCCTCAAAGTAAAAACAAAC 

aVAGACCAGGTGACTGGAATTGCCCATCTTGTGGTTTTTCAAACTTTCAAAGACGT^ 

CATGTTTTAGATGTTCTTTTCCGGCACCATCAAATAGTCyU^TAaVTACT^ 
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ACAATAATGTTAACAGTAGTAGAAATAATTTAi^CAATCGCGTGAACTCGGGATCTTCAA 

CTAACAACACGCCAGCAGCTTTAACATACAATAGAGCTCATTTTCCTGCAATTACGCCAT 
TGTCGCGACAAAATTCATTGAACATGGCACCATCGAACAGTGGGTCGCCGATAATTATAG 
CGGATCATTTTTCGGGAAATAATAATATAGCCCCAAATTATCGTTATAATAATAATATTA 
ACAATAACAACAATAATATTAACAATATGACCAATAATAGATATAACATTAATAACAACA 
TCAACGGTAATGGGAATGGTAATGGGAACAACAGTAATAACAATAACAATCATAATAACA 
ATCATAATAACAATCATCATAATGGTAGTATCAATAGTAATAGTAATACCAATAATAATA 
ATAATAATAACAATGGTAACAATAGTAATAATTGTAATTCCAATATCGGTATGGGAGGAT 
GTGGCTCCAACATGCCATTTAGAGCAGGAGATTGGAAGTGTTCCACGTGCACGTATCATA 
ACTTTGCTAAAAACGTAGTGTGCTTACGCTGTGGTGGTCCAAAATCAATAAGCGGCGATG 
CAAGTGAAACCTIATCATTACATAGATTCATCAACATTTGGACCAGCGTCGCGTACTCCCA 
GTAATAACAATATTTCTGTTAATACTAATGGTGGTAGCAATGCTGGTCGCACCGATGGGA 
ACGATAACAAAGGTCGTGATATTAGTTTGATGGAATTTATGTCACCACCGTTATCGATGG 
CAACAAAGTCAATGAAGGAGGGAGATGGGAATGGTAGCTCGTTTAACGAGTTCAAAAGTG 
ACAAAGCTAACGTTAATTTTTCCAATGTTGGTGATAATAGCGCTTTCGGTAATGGTTTTA 
ATAGTTCAATACGTTGGTAG 

YDL167C, 719 aa (SEQ ID NO 46) 

MHYWLELQVAHLPDTPKDQCRIANIAFQIVNAETLVCHYGTNSLPSIEVNGTTKSLESA 

MVQLDKDIHDVIGNDDFVLVSLYSTWHIRVTLPRQAKDDGFILTSYLQHPKVFDLWKEFD 

RWCVNHPEIIX^QKKAISNNNOSITKSISINAAKNTKDLDErvmiLEVSIPTEEAGS 

SLLKRTTDILIQLHKKCTSPEDMESVLTKPYDSHTDIRAFLQEKSKILYMNNLPPDTTQS 

ELESWFTQYGVRPVGFVm^KNIVEDTSNVNNlWSUQNSPYVEDQDS 

EVLALNGRSILSNIJ^KQPRVVEHVLELQPSSTGVLDKAQEILSPFPQSKNKPRPGDWN 

CPSCGFSNFQRRTACFRCSFPAPSNSQIHTANSNNNVNSSRNlsnLNini 

ANHPYGAPEFNMIAmTPAALTYWRAHFPAITPLSRQNSLNMAPSNSGSPIIIADHFSGN 

NNIAPNYRYNNNINNiraNNINNimJNRY^ 

NGSINSNSNTNNNNNNNNGmSm 

CLRCGGPKSISGDASETNHYIDSSTFGPASRTPSNNNISVNTNGGSNAGRTDGNDNKGRD 
ISLMEFMSPPLSMATKSMKEGDGNGSSFNEFKSDKANVNFSNVGDNSAFGNGFNSSIRW 

YDL184C, 578 bp, CDS: 501-578 (SEQ ID NO 47) 

AACJ^GAAAACCCTTCCGTTGATCTTAGATTTCTTAGAGGTTCATGAACTAGAAAGCGAC 
TTGAACAAAGTCATCCTTCAAGAATCGAAATCTCAAGAGAAAAACAAAATTTAATGTAGA 
TTGTCCACTATCTCATGTAAATATACATAACAGGTATTCCTGAGCGTTCGAAAATTAGAC 
TGTACTTTTCTGATGCGCTCCCGTACACCTTTGACATATACAAACATCCGCACATTTTAT 
AGCTTTCTTTCTAGAATTTTTTCCACGCGCTCTCGATCAATGAACTCTTAPAAGTAACTG 
ACCCCTAACTTTTTCCCAGGCAAGGCTGGCCTCATTACCCTACCCGAAAGTTTCACTTTA 
CCCCATGGCAGATGGACGATATTTTAACAAGACGAAACTGACCTCGTCTTCTATAAAACT 
GGACTTCTAAGCAACTCTCATTTATCTTATATCCGTTCCATTTTGTACTAAAAGAACCAG 
ACCACATCGATTCAATCGAAATGAGAGCCAAGTGGAGAAAGAAGAGAACTAGAAGACTTA 
AGAGAAAGAGACGGAAGGTGAGAGCCAGATCCAAATAA 

YDL184C. 25 aa (SEQ ID NO 48) 
MRAKWRKKRTRRLKRKRRKVRARSK 

YDL191W, 1354 bp, exonl : 501-503, intronl: 504-994, exon2 : 
995-1354 (SEQ ID NO 49) 

TATTGACGTTTCGCTCTCAGGTCCACCGTGTTCTCAAAAGATACTTTTAAAACCTAAAAC 
ACACGAAATCATATTATGATAATTCAGAATGATAGTGTGGTACTGTGTCAATTGACTGTT 
CAAGACTGAAGAGGATCTTTGATTTGTTGTTACTCAACAAATAATCTTCACGAAAACTTT 
CTCAATCTGGGGACTGTATTAATCTCAGACCCATACATATCTACACCCATAACTTTTTAC 
ATTTAATTTTTTATCACATAATAGGTAGCTTAAATTGTAAAGTCGCAAAAAAAAATGGCA 
GCGCAGCCTCTCCGGGTGAACCCCACGACAACTTACCTGGCACTCCATGCACTAACGGGC 
GGGTTTGGGCAGGATTCCAGCATCAATTTTGCAAAATTCACACCTGAGTAATTCATATAT 
GTAATATAATGTTAAGCATACGCTGTCGATTAGCACTATTATTGACCGTAGAATAGGTAC 
AGTGAGACAGTATATTCGAAATGGTATGTTTGAGATGAACAAAATAATAAAGACTGACAA 
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CTGCAGAACAGAGAGGATCATAGCAACCTAGTGCAAGAAAGAGCCTCGAAGCGTTAAACT 

TTTGGAACGTAATTCATCCGTTGGCTATGTCTATTCAATACAGTTAGAATACGAAAGCTG 

TAATCAAGTATATCGGATTATTCGCAAGCAAAGAATCAAGGAAAAGAAAGTGAAAATAGC 

ATACy^TCTTTAAATTCAGAGGTTTTGCTGAATTTTAATAGGGAAGTTTACGTTATGATTC 

TTGGCCGTAGATCGCCTAGCGTTTGACCAAATTTAATTCTCCTAATTTTTT^ 

AAAGCCTTCCAACGAAATAAATTAGTTATTGGTTTTTTTTCTCTGTTACGAGGGATATAT 

GATGCCTGTGCTTGTTAGTTCATTATAAGTGCTAATAAAATACTAACGTTAATAAAAATT 

TGGAATATTATTTCATTTTTTATCCTATTAATAGGCCGGTGTTAAAGCTTACGAACTAAG 

AACCAAATCCAAGGAACAATTGGCTTCTO^TTGGTTGACTTGAAAAAGGAGTT^ 

ATTGAAGGTCCAAAAGTTGTCCAGACCATCTTTGCO^GATCAAGACCGTCAGAAAGAG 

TATCGCCTGTGTCTTGACCGTCATCAACGAACAACAAAGAGAAGCTGTTAGACAATTATA 

CAAGGGTAAGAAGTACCAACOU^GGACTTGAGAGCCAAGAAGACCAGAGCTTTGAGAAG 

AGCTTTGACCAAATTCGAAGCTTCCCAAGTTACCGAAAAGCA^GAAAGAAGCAAATCGC 

TTTCCCACAAAGAAAGTACGCTATTAAGGCTTAA 

YDL191W, 120 aa (SEQ ID NO 50) 

MAGVKAYELRTKSKEQIASQLVDLKKELAELKVQKLSRPSLPKIKIVRKSIACVLTVINE 
QQREAVRQLYKGKKYQPKDLRAKKTRALRRALTKFEASQVTEKQRKKQIAFPQRKYAIKA 

YDR103W, 3254 bp, CDS: 501-3254 (SEQ ID NO 51) 

ATCAAGTTTCCTTTAAAGGGATATATAACAGATTCTAAAACTGACAGAAATATTTCGAGT 

GAAGAAGAA6CX3TTAAATATTGGATCTTTCCGCAGTTCTACTCTGATACATTTTTGAA6T 

AGGAGAGTCATTTA6AAGGCGTATTGCTCAATAGTAGAAAGCAGGCCTGTGCACATGAAT 

TAATTAAAAAATATAAAGGTAGTQATTAGACGACACATGTCCATAGGTAACC^^ 

TTTTCiG^CAATTTCCCTTC 

AATTTACACATCATGTACTTTTCTGCATCAAAATATGAAAGGCGATAGTAGCTAAAGAAA 

ATACCGAGAATTTCCTCGAAAAGTTGACGACAAAAGAAAGGCATAAAAAAGTAATTTGAA 

AATATTTTAAAACTGTTTTAACCCATCTAGCATCCGCGCTAAAAAAGGAAGATACAGGAT 

ACAGCGGAAACAACTTTTAAATGATGGAAACTCCTACAGACAATATAGTTTCCCCTTTTC 

ACAATTTTGGTAGCTCGACACAATATAGTGGTACCTTGTCGAGAACTCCCAACCAAATAA 

TAGAGCTAGAGAAGCCCAGTACTCTATCCCCATTGTCAAGAGGAAAAAAATGGACGGAAA 

AGTTAGCCAGGTTCCAAAGAAGTAGTGCTAAAAAGAAAAGATTCTCACCTTCTCCTATTT 

CCTCCTCTACATTTTCGTTCTCACCCAAATCTAGGGTCACTTCTTCAAACTCTTCTGGCA 

ATGAAGACGGTAACCTAATGAATACACCTTCTACGGTTTCCACTGATTATTTGCCACAAC 

ACCCTCACAGAACATCGTCTTTGCCAAGACCTAATTCCAATCTCTTTCACGCAAGTAATA 

GTAACCTATCCCGAGCAAATGAGCCCCCAAGGGCCGAAAATTTATCAGATAATATACCAC 

CCAAGGTCGCTCCATTTGGCTATCCAATACAAAGAACCTCTATTAAAAAATCCTTTTTGA 

ATGCITCTTGTACGTTATGTGACGAGCCTATTTCTAACAGAAGAAAGGGAGAGAAAATTA 

TAGAGCTTGCATGTGGCCACTTAAGTCACCAAGAATGTCTTATTATCTCTTTTGGCACCA 

CTTCAAAGGCAGACGTTCGTGCGCTATTTCCTTTTTGTACCAAATGTAAAAAAGATACTA 

ACAAAGCCGTTCAATGCATTCCAGAAAATGATGTACTAAAGGATATTCTAATTTCTGATT 

TTTTGATTCATAAGATTCCTGATTCTGAGTTATCAATCACACCTCAGTCCCGCTTTCCrc 

CTTATTCACCACTCTTGCCTCCTTTTGGGTTATCCTATACACCTGTTGAAAGACAAAC^ 

TATATTCTCAAGCTCCAAGTCTAAACCCAAATCTCATATTGGCTGCACCCCCCAAGGAAA 

GAAACCAAATTCCACAAAAAAAATCAAACTATACATTTTTACATTCACCCCTGGGGCACA 

GAAGAATTCCGTCCGGAGCAAACTCTATCTTAGCAGACACCTCTGTAGCGTTGTCAGCTA 

ATGATTCTATTTCTGCTGTTTCCAATTCGGTAAGAGCAAAGGATGACGAAACCAAAACAA 

CGTTGCCGCTGTTAAGGTCATATTTTATTCAAATTCTTTTGAACAATTO 

TGCAGGATTGGAGAATAGACGGGGACTATGGATTACTAAGGTTGGTAGACAAATTGATGA 

TTTCCAAAGATGGTCAGAGATATATACAATGCTGGTGTTTCTTATTTGAAGACGCATTTC 

TAATAGCAGAAGTGGATAACGATGTTGATGTTTTGGAAATTAGACTAAAGAATTTAGAAG 

TATTTACACCTATTGCCAACTTGAGAATGACTACACTCGAAGCTTCAGTACTCAAATGCA 

CCTTAAATAAACAACATTGCGCCGATTTATCAGATCTTTACATTGTTCAGAATATAAATT 

CTOACGAAAGCACAACTGTACAGAAATGGATATCAGGTATATTGAATCAGGATTTTGTAT 

TCAATGAGGACAATATCACTTCGACCCTGCCTATTCTTCCCATTATAAAGAACTTTTCAA 

AAGATGTTGGTAATGGTAGGCACGAGACGAGTACCTTTCTAGGTTTAATCAATCCTAACA 

AAGTTGTTGAAGTTGGAAATGTGCACGATAATGATACTGTAATCATAAGGAGGGGATTCA 

CCTTAAATTCAGGAGAATGTTCTAGGCAGAGTACTGTCGACAGTATACAATCTGTTCTAA 
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CCACGATAAGCTCAATTCTTTCCCTTAAACGAGAAAAACCTGATAATTTGGCAATAATCT 

TACAGATCGATTTTACGAAATTGAAGGAAGAAGACAGTTTAATTGTTGTTTATAACAGTC 

TAAAAGCTTTAACCATTAAATTTGCGCGTTTGCAGTTTTGTTTCGTTGATCGAAATAATO 

ATGTTCTGGACTATGGATCGGTATTACACAAGATAGATTCa^CTAGATTCCATCTCAAATC 

TCaUU^TCAAAGAGTTCCTCGACACyATTTTCACCTATTTGGTTGAAAA^ 

CCGAAAATATTCATGAACATTTGGGTATTGTTGCTGTATCAAATAGTAATATGGAAGCAA 

AAAAATCCATACTATTTCAAGATTACAGATGCTTTACAAGTTTTGGAAGAAGAAGGCCCA 

ATGAATTGAAGATTAAGGTGGGCTATTTGAACGTTGACTACAGTGATAAAATTGATGAAC 

TAGTCGAGGCCAGCTCCTGGACTTTTGTTTTAGAAACTCTTTGCTACAGTTTCGGTCTAA 

GTTTTGATGAACATGATGACGATGACGAAGAGGATAATGATGATTCGACCGATAATGAAC 

TTGATAATAGTTCAGGATCACTGTCGGATGCTGAATCTACAACTACTATTCATATTGATT 

CTCCATTTGATAATGAAAATGCTACCGCAAATATGGTGAATGACAGAAACCTTCTCACTG 

AGGGTGAACATAGCAATATAGAAAACTTAGAAACTGTCGCTTCTTCAGTACAGCCAGCTC 

TGATTCCTAATATTAGATTTTCACTTCATTCTGAGGAGGAAGGTACTAATGAAAATGAAA 

ATGAAAATGATATGCCAGTATTATTACTTAGTGATATGGATAAAGGAATCGATGGCATAA 

CCAGACGCAGTTCATTCTCGAGTCTTATAGAGAGCGGTAATAACAACTGTCCCCTCCATA 

TGGATTATATATAG 

YDR103W, 917 aa (SEQ ID NO 52) 

MMETPTDNIVSPFHNFGSSTQYSGTLSRTPNQIIELEKPSTLSPLSRGKKWTEKIJVOT 

SSAKKKRFSPSPISSSTFSFSPKSRVTSSNSSOSEDGNLMNTPSTVSTDYLPQHPHRTSS 

LPRPNSNLFHASNSNLSRANEPPRAENLSDNIPPKVAPFGYPIQRTSIKKSFIJJASCTLC 

DEPISNRRKGEKI lELACGHLSHQECLI I S FGTTSKADVRALFPFCTKCKKDTNKAVQC I 

PENDELKDILISDFLIHKIPDSELSITPQSRFPPYSPLLPPFGLSYTPVERQTIYSQAPS 

LNPNLILAAPPKERNQIPQKKSNYTFLHSPLGHRRIPSGANSILADTSVALSANDSISAV 

SNSVRAKDDETKTTLPLLRSYFIQILLNNFQEELQDWRIDGDYGLLRLVDKLMISKDGQR 

YIQOTCFLFEDAFVIAEVDNDVDVLEIRLKNLEVFTPIANLRMTTLEASVLKCTIJsIKQHC 

ADLSDLYIVQNINSDESTTVQKWISGILNQDFVFNEDNITSTLPILPIIKNFSKDVGNGR 

HETSTFI^LINPNKYVEVGNVHDITOTVIIKRGFTIJ^SGECSRQSTVDSIQSVLTTISSIL 

SLKREKPDNLAIILQIDFTKLKEEDSLIWYNSLKALTIKFARLQFCFVDRNNYVLDYGS 

VLHKIDSLDSISNLKSKSSSTQFSPIWLKNTLYPENIHEHL6IVAVSNSNMEAKKSILFQ 

DYRCFTSFGRRRPNELKIKVGYLNVDYSDKIDELVEASSWTFVLETLCYSFGLSFDEHDD 

DDEEDNDDSTDiraLDNSSGSLSDAESTTTIHIDSPFDNENATANMVNDRNLLTEGEHSNI 

ENLETVASSVQPAIilPNIRFSLHSEEEGTNENENENDMPVLLLSDMDKGIDGITRRSSFS 

SLIESGNNNCPLHMDYI 

YDR238C, 3422 bp, CDS: 501-3422 (SEQ ID NO 53) 

CCGTGTCAAGATCTAACACGGTAGTCAGCTACTACACAAGGTCTCAGAACAGAATGAGAA 

GTGGAACACTGGATAATGATTACGTGAACTIGACAAAAGCTTCCTACACATATCTCTCTTC 

AAGATTATCGTGATGCTAATGCTAGAAGTAATATATCGCGTCAGGACTCTGTCTCCACAA 

CGAACTCTGATGTGGTAGACCTCAGCTATTCTCTGGGGCATGGCTTGCGTGTGGCAAACC 

CTGArrCAGACCCAGAATGATATCCTTCTCTGTAGTTTTGTAGATGTCATATATGTACGT 

TTATGGAACAGCATTTTAGAAAAGTATTACCCAGCTTATCACTTCGTTTTTTTTOT 

CCGTGTACTCGCTACACGTAGAAAGAAATCAGAAAACAACAGCTCGACAAGTGAAATTTG 

ACGTTCATTAAGACTCAGTTAAGATTGCCTTGAGAATAAACAAAAGTAATCACAGTTAAC 

TATTGAACAAGAGTGCACCTATGACTTCACTTTCTTCACAGCCAGC6TACACGTTGGTTO 

TCGATCCTTCTCCGAGTATGGAGACTTACTCGAGTACCGATTTTCAGAAAGCTCTTGAAA 

AGGGATCTGATGAACAAAAAATTGACACGATGAAATCAATTTTAGTTACAATGCTGGAAG 

GAAATCCAATGCCTGAATTGTTGATGCACATAATAAGATTTGTCATGCCTTCTAAAAATA 

AGGAATTAAAAAAGCTTTTGTACTTCTACTGGGAAATTGTTCCCAAACTAGCTGAAGATG 

GAAAATTGAGACATGAAATGATTCTTGTCTGTAATGCCATTCAACACGATTTGCAACATC 

CTAATGAATATATTAGAGGTAACACATTAAGGTTTTTAACGAAATTGAGAGAGGCCGAAC 

TCTTAGAACAGATGGTTCCCTCTGTCTTAGCGTGCTTGGAATACCGTCATGCATATGTTC 

GTAAGTATGCAATCCTAGCAGTTTTCTCCATTTTCAAGGTCAGCGAACATTTACTTCCCG 

ATGCTAAAGAAATCATCAATTCGTTCATAGTAGCTGAAACTGATCCAATATGTAAAAGAA 

ATGCATTTATTGGGTTAGCTGAATTAGATCGTGAAAATGCCTTACACTATTTAGAGAACA 



GACAAGATGCAAACAGGACCCCTGCTTTGAAAGCCCAATATATCGAATTATTGATGGAAC 
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TGCTTTCGACCACGACTTCCGATGAAGTCATCTTCGAGACCGCATTAGCCCTAACTGTGT 
TGTCTGCCAATCCAAATGTCTTGGTTCCTGCGGTTAACAAATTGATTGACTTGGCCGTCA 
AGGTTTCTCATAATAACATTAAGTTAATTGTTCTAGACCGTATTCAAGACATCAATGCTA 
ATAACGTAGGTGCTTTGGAAGAGTTAACCCTGGATATTTTGAGAGTCTTGAATGCAGAA^ 
ATTTAGACGTTCGTTCAAAGGCGCTTGATATTTCAATGGACTTGGCCACATCCAGAAATC 
CTGAAGATGTTGTTCAGCTTTTGAAGAAAGAGCTGCAAACAACCGTAAATAACCCAGATC 
AAGACAAGGCAATGCAGTACAGACAATTGTTAATAAAAACTATTCGTACCGTGGCTGTAA 
ACTTTGTAGAAATGGCAGCAAGTGTTGTTTCXXrrATTATTAGATTTCATCGGTC 
ACTCGGTTGCCGCCAGTGGTATCATTGCCTTTATCAAAGAAGTGATCGAAAAATACCCAC 
AACTTAGAGCCAATATCCTTGAAAACATGGTTCAAACGCTAGACAAAGTGAGATCTGCTA 
AAGCTTACCGCGGTGCATTATGGATTATGGGTGAGTATGCTGAAGGAGAAAGTGAGATAC 
AACATTGTTGGAAGCACyiTTCGTAACAGCGTAGGTGAAGTTCCTATCCTTCAATCAGAAA 
TCy^AAAAGTTAACACAAAACCAAGAACACACCGAAGAAAATGAGGTTGACGCTACCGCCA 
AGCCAACTGGTCCAGTTATTCTACCAGACGGTACGTATGCCACTGAAAGCGCTTTCGATG 
TGAAGACTTCTCAAAAGTCAGTTACCGATGAAGAACGTGATTCTAGACCTCCAATTCGCC 
GGTTTGTTTTAAGTGGTGATTTCTACyiCAGCTGCCATTCTGGCCAACACCATCJ^TO 
TTGTTTTAAAATTCGAAAACGTTTCCAAGAACTy^CTGTCATCAATGCTCTAAAGGCGG 
AAGCTTTACTAATTTTAGTTAGTATTGTAAGAGTGGGTCAAAGCTCTTTGGTGGAGAAAA 
AAATTGATGAAGATTCTTTAGAGAGAGTTATGACATCTATTTCTATOyrTATTGGATGAAG 
TTAATCCTGAGGAAAAGAAGGAAGAAGTTAAACTTCTGGAGGTTGCATTCCTGGACACCA 
CCAAATCCTCIATTCAAGAGACAAATTGAAATTGCAAAGAAGAACAAGCATAAGAGAGCAT 
TAAAAGACa^GTTGCAAAAACATCGAACCAATTGATACGCCGATTTCTTTCAGGCAATTO 
CTGGTGTGGATTCTACTAATGTGCAAAAAGATAGTATTGAAGAAGATTTACAACrGGCAA 
TGT^GGAGATGCAATCCACGCTACTAGCAGCTCTAGTATTTCGAAGCTGAAGAAGATAG 
TACCTTTATGTGGCTTTTCTGATCCAGTTTACGCCGAGGCTTGTATTACAAACAATCAAT 
TTGACGTCGTATTAGATGTTCTTCTTGTTAATCAAACGAAAGAAACATTGAAAAACCTAC 
ATGTGCAATTTGCAACTCTTGGTGATTTGAAGATTATTGACACACCACAGAAGACCAACG 
TGATTCCTCATGGCTTCCACAAATTCACTGTTACTGTCAAAGTTTCCTCTG^ 
GTGTCATTTTCGGTAATATTATTTATGATGGTGCGCATGGTGAAGATGCTCGTTATGTTA 
TTTTAAACGACGTTCATGTTGACATTATGGATTATATCAAACCAGCCACTGCTGACGATG 
AACATTTCCGTACCATGTGGAATGCATTTGAGTGGGAGAACyVAAATATCGGTCAAATCAC 
AACTACCAACATTGCATGCTTATTTGAGAGAACTGGTCAAGGGAACTAATATGGGTATTC 
TAACACCATCAGAGTCGTTGGGAGAAGATGATTGTAGGTTCTTAAGTTGTAATCTGTATG 
CGAAGTCGTCCTTTGGTGAAGATGCCCTAGCCAACTTGTGTATCGAAT^GGATTCCAAAA 
CCAATGATGTCATAGGTTATGTTCGTATCCGATCAAAGGGACAAGGTTTGGCTCT6TCCC 
TAGGTGACAGAGTGGCATTGATTGCTAAGAAGACCAATAAACTTGCTCTCACTCATGT^ 
GA 

YDR238C, 973 aa (SEQ ID NO 54) 

MTSLSSQPAYTLVFDPSPSMETYSSTDFQKALEKGSDEQKIDTMKSILVTMLEGNPMPEL 
LMHIIRFVMPSKNKELKKLLYFYWEIVPKLAEDGKLRHEMILVCNAIQHDLQHPNEYIRG 
NTLRFLTKLREAELLEQMVPSVLACLEYRHAYVRKYAILAVFS IFKVSEHLLPDAKEI IN 
SFIVAETDPICKRNAFIGLAELDRENALHYLENNIADIENLDPLLQAVFVQFIRQDANRT 
PALKAQYIELU4ELLSTTTSDEVIFETALALTVLSANPNVLVPAVNKLIDLAVKVSDNNI 
KLIVLDRIQDINANNVGALEELTLDILRVIiNAEDLDVRSKALDISMDLATSKNAEDWQL 
LKKELQTTVNNPDQDKAMQYRQLLIKTIRTVAVNFVEMAASVVSLLLDFIGDLNSVAASG 
IIAFIKEVIEKYPQLRANILENMVQTLDKVRSAKAYRGALWIMGEYAEGESEIQHCWKHI 
RNSVGEVPILQSEIKKLTQNQEHTEENEVDATAKPTGFVILPDGTYATESAFDVKTSQKS 
WDEERDSRPPIRRFVLSGDFYTAAILANTIIKLVLKFENVSKNKTVINALKAEALLILV 
SIWVGQSSLVEKKIDEDSLERVMTSISILLDEVNPEEKKEEVKLLEVAFLDTTKSSFKR 
QIEIAKKNKHKRALKDSCKNIEPIDTPISFRQFAGVDSTNVQKDSIEEDLQLAMKGDAIH 
ATSSSSISKLKKIVPLCGFSDPVYAEACITNNQFDWLDVLLVNQTKETLKNLHVQFATL 
GDLKIIDTPQKTNVIPHGFHKFTVTVKVSSADTGVIFGNIIYDGAHGEDARYVILNDVHV 
DIMDYIKPATADDEHFRTMWNAFEWENKISVKSQLPTLHAYLRELVKGTNMGILTPSESL 
GEDIX:RFLSaaLYAKSSFGEDAIANLCIEKDSKTWimGYVRIRSKGQGLALSLGDRVAL 
lAKKTNKLALTHV 
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YDR259C, 1652 bp, CDS: 501-1652 (SEQ ID NO 55) 
AAACTTTGTTCAAGATTATGCTTTCTTTGTAATTTTAAACATAGTCTTGCACTTAT^ 
ACTGCATGTGGATAAAAGTTTTTCGAATCGTTTGCAGGCAAATGTAAACTATTACTl^^ 
AATGATTTCTGATACTCTTTGATTCCATTCrcTCA^ 



TAGTATCGAGAGTAGACTATCTTTGGAAAGCAATGCGAGTTGAGAGATTGTGGAGTGTAC 
TACAGAACCAATATTAAACACAATCTTTCCTCAAACTGTAACACCGAGTTTTTTTCCCCA 
CCAATCGTGAATCCGATAGCATATACTTTTGTCTAGAAATTTCAATAAACAACAGAATAA 
CGAAGAGTGCTAAGGGACAAATGCAAAACCCTCCGTTGATTCGTCCCGATATGTATAATC 
AGGGAAGCAGCTCAATGGCTACTTATAATGCCTCTGAGAAGAATCTAAATGAGCATCCTT 
CTCCGCAAATTGCACAGCCCAGCACGTCCCAAAAGTTACCTTATAGAATAAATCCTACAA 
CCACTAATGGGGACACCGACATATCTGTTAACAGCAATCCTATCCAGCCTCCTTTGCCAA 
ACTTGATGCATCTATCTGGTCCGTCTGACTATAGATCGATGCATCAAAGTCCTATACATC 
CATCTTATATCATCCCTCCGCATTCAAATGAAAGAAAACAATCAGCTTCTTACAACAGAC 
CTCAAAATGCTCATGTTAGTATTCAACCTTCCGTGGTATTCCCCCCTAAAAGTTATTCCA 
TATCTTATGCACCTTATCAAATAAATCCCCCTTTACCAAATGGACTTCCGAACCAGAGCA 
TATCTTTGAATAAGGAGTATATTGCAGAGGAGCAACTATCAACCCTCCCATCTCGCAATA 
CCAGTGTTACTACTGCACCTCCTTCTTTTCAAAACAGTGCTGATACCGCTAAAAATTCA6 
CTGATAATAATGATAATAATGATAATGTAACCAAACCTGTTCCTGATAAAGACACCCAAC 
TCATAAGTAGTTCAGGCAAAACTTTAAGAAATACTAGAAGAGCTGCTCAAAATAGAACCG 
CTCAAAAGGCATTTAGACAAAGGAAAGAAAAATACATCAAGAATCTCGAACAAAAATCAA 
AGATATTTGACGATTTACTAGCAGAAAATAATAACTTCAAATCATTAAACGATTCATTAA 
GAAATGACAACAACATTTTAATAGCTCAGCATGAAGCTATAAGGAATGCAATTACTATGT 
TAAGAAGTGAGTATGATGTCTTATGTAACGAAAACAACATGTTGAAGAATGAGAATAGTA 
TAATAAAAAATGAACACAACATGTCAAGAAATGAAAATGAAAACCTAAAACTTGAGAATA 
AACGCTTCCACGCTGAATATATACGAATGATCGAGGATATTGAAAATACTAAAAGAAAGG 
AACAAGAACAACGAGATGAT^TAGAGCAACTAAAAAAAAAAATAAGATCCCTGGAGGAAA 
TAGTAGGGAGACACTCGGATAGTGCCACGTAA 

YDR259C, 383 aa (SEQ ID NO 56) 

MQNPPLIRPDlsmjQGSSSMATYNASEKNIJJEHPSPQIAQPSTSQKLPYRINPTTTNGDTD 

ISWSNPIQPPLPNUaHLSGPSDYRSMHQSPIHPSYIIPPHSNERKQSASYNRPQNAHVS 

IQPSVVFPPKSYSISYAPYQINPPLPNGLPNQSISLNKEYIAEEQLSTLPSKNTSVTTAP 

PSFQNSADTAIOISADmroNNDNVTKPVPDKDTQLISSSGierLROT 

RKEKYIKNLEQKSKIFDDLLAENNNFKSLiroSLRiromiLIAQHEA^ 

LCNENNMLKNENSIIKNEHI^SRMENErniKLENKRFHAEYirailEDI^^ 

lEQLKKKIRSLEEIVGRHSDSAT 

YDR294C, 2270 bp, CDS: 501-2270 (SEQ ID NO 57) 

CCGACAGTACGACTTAAAAAACAAAAACAACGTCCAGGTGGAAAAAGCTGCCGCAAATGG 
TACACGGTTTAGATCAACAAGATCCAATACCCCTAATTACACATGAATGTGACGTTTCCT 
AAAAGAAGTAGCCTGTATAATATAGAGAGATTTTATATACTTTCTTAATGAATTAGACTG 
TTTCTACAAGTATTTGACACTGGAAAAAAAGAGAAAGTACATAGAGATTGGCCAAATATT 
TAAATCTACACAGTTGCCTATCGTTTATCGCCTTATTCTTCAGAAACATTTCATCAACTA 
CTCTGGTGCATTATTTCATGTTAGTTACCATATATACCGGCCGGCCGCATCGGGGTTTTT 
TGATTGAAAAAATTGGTATATTTTCAGTACACATATAAATAAAACCCTCAATTTGCCTCT 
CCAACCGTTATAACTATTCCAGATCCTCTTTACCGAGCAAGTAGGCTAGCTTCTGTAAAG 
GGATTTTTCCATCTAATACAATGAGTGGAGTATCAAATAAAACAGTATCAATTAATGGTT 
GGTATGGCATGCCAATTCATTTACTAAGGGAAGAAGGCGACTTTGCCCAGTTTATGATTC 
TAACCATCAACGAATTAAAAATAGCCATACATGGTTACCTCAGAAATACCCCATGGTACA 
ACATGTTGAAGGATTATTTGTTTGTGATCTTTTGTTACAAGCTAATAAGTAATTTTTTTT 
ATCTGTTGAAAGTTTATGGGCCGGTGAGGTTAGCAGTGAGAACATACGAGCATAGTTCCA 
GAAGATTGTTTCGTTGGTTATTGGACTCACCATTTTTGAGGGGTACCGTAGAAAAGGAAG 
TCACAAAGGTCAAACAATCGATCGAAGACGAACTAATTAGATCGGACTCTCAGTTAATGA 
ATTTCCCACAGTTGCCATCCAATGGGATACCTCAGGATGATGTTATTGAAGAGCTAAATA 
AATTGAACGACTTGATACCACATACCCAATGGAAGGAAGGAAAGGTCTCTGGTGCCGTTT 
ACCACGGTGGTGATGATTTGATCCACTTACAAACAATCGCATACGAAAAATATTGCGTTG 



AATTAAGTATTTCTTGGCCC^ 
TTTAATTTCTGGAGAATCTC' 




:CTTTTGATTTCTTTTTTTATTCTCAAGTT 
[•ATTTTGTTAACACAGTTAGTGGAGCCTTG 
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CCAATCAATTACATCCCGATGTCTTTCCTGCCGTACGTAAAATGGAATCCGAAGTGGTTT 

CTATGGTTTTAAGAATGTTTAATGCCCCTTCTGATACAGGTTGTGGTACCACAACTTCAG 

GTGGTACAGAATCCTTGCTTTTAGCATGTCTGAGCGCTAAAATGTATGCCCTTCATCATC 

GTGGAATCACCGAACCAGAAATAATTGCTCCCGTAACTGCACATGCTGGGTTTGACAAAG 

CTGCTTATTACTTTGGCATGAAGCTACGCCACGTGGAGCTAGATCCAACGACATATCAAG 

TGGACCTGGGAAAAGTGAAAAAATTCATCAATAAGAACACAATTTTACTGGTCGGTTCCG 

CTCCAAACTTTCCTCATGGTATTGCCGATGATATTGAAGGATTGGGTAAAATAGCACAAA 

AATATAAACTTCCTTTACACGTCGACAGTTGTCTAGGTTCCTTTATTGTTTCy^TTTATGG 

AAAAGGCTGGTTACAAAAATCTGCCATTACTTGACTTTAGAGTCCCGGGAGTCACCTCAA 

TATCATGTGACACTCATAAATATGGATTTGCACCAAAAGGCTCGTCAGTTATAATGTATA 

GAAACAGCGACTTACGAATGCATCAGTATTACGTAAATCCTGCTTGGACTGGCGG6TTAT 

ATGGCTCTCCTACATTAGCAGGGTCCAGGCCTGGTGCTATTGTCGTAGGTTGTTGGGCCA 

CTATG6TCAACATGG6TGAAAATGGGTACATTGAGTCGTGCCAAGAAATAGTCGGTGCAG 

CAATGAAGTTTAAAAAATACATCCAGGAAAACATTCCAGACCTGAATATAATGGGCAACC 

CTAGATATTCAGTCATTTCATTTTCTTCAAAGACCTTGAACATACACGAACTATCTO^ 

GGTTGTCCAA6AAAGGCTGGCATTTCAATGCCCTACAAAAGCCGGTTGCACTACACATGG 

CCTTCACGAGATTGAGCGCTCATGTTGTGGATGAGATCTGCGACATTTTACGTACTACCG 

TGCAAGAGTTGAAGAGCGAATCAAATTCTAAACCATCCCCAGACGGAACTAGCGCTCTAT 

ATGGTGTCGCCGGGAGCGTTAAAACTGCTGGCGTTGCAGACAAATTGATTGTGGGATTCC 

TAGACGCATTATACAAGTTGGGTCCAGGAGAGGATACCGCCACCAAGTAG 

YDR294C, 589 aa (SEQ ID NO 58) 

MSGVSNKTVSINGWYGaiPIHLLREEGDFAQFMILTINELKIAIHGYLiaflTPWYNMLKDYL 

F^^EFCYKLIS^ff'FyLIJCVYGPVPIJ^A'P.TYEHSSFPl.FRWLLDSPFLR^ 

lEDELIRSDSlJlNFPQLpiNGIPQbl^ 

IHLQTIAYEKyCVANQlJIPDWPAVWaiESEWSMVLRMFNAPSDTGCGTT^ 

LACLSAKMyALHHRGITEPEIIAPVTAHAGFDKAAYYFGMKLRHVELDPTTYQVDLGKVK 

KFINKNTILLVGSAPNFPHGIADDIEGLGKIAQKYKLPLHVDSCLGSFIVSFMEKAGYKN 

LPLLDFRVP6VTSISCDTHKYGFAPKGSSVIMYRNSDLRMHQYYVNPAWTGGLYGSPTLA 

GSRPGAIWGCWATMVTNMGENGYIESCQEIVGAAMKFKKYIQENIPDLNIMGNPRYSVIS 

FSSKTLNIHELSDRLSKKGWHFNALQKPVALHMAFTRLSAHWDEICDILRTTVQELKSE 

SNSKPSPDGTSALYGVAGSVKTAGVADKLIVGFLDALYKLGPGEDTATK 

YDR430C, 3470 bp, CDS: 501-3470 (SEQ ID NO 59) 

ACGTCATTTTGTTCTTGTGGAGCTGGTGGTTCTTGTGGAGCAGATTCCTGTGGAGCAGAT 

TCCTGTGGAACTTGTGGTTCTTGTGGAGCATCTGGAGCCTGTGGTGGTTCTTGGTGCTGT 

TCTTCGACTGGGGCyVTCGACAACAGATTCTGGTAGTTGCTCTACGTGAGTTTCTTGAGCT 

TCAGACATTATCCTTATGGTTTTAGCGTAATTGCTTAATTTTGATTCCTTCAAAAGTATA 

TATATTTAGAAGAGAGGAAATTATTTTTCTCATGTCCTTTTTAAATCCCTTTGGGTGG^ 

AAAAAAAAGAATGTAAAAAATTTTGCCCTTCGTTTACAGTGATAAATATACGGAGGGGCT 

CTATGATAAAGGTAGTAGTAAATCATTGAATTGTTGAACAAGCATTGACAGATATGATAA 

CAAGCAATTGTAATCAATAAGCCACCAATTAGAAGGCTACTCAAAAGAATAAAGTTACTA 

TAAAATATACTGCGGTATATATGTTGCGGTTTCAGCGATTTGCGTCCTCGTATGCCCAAG 

CACAGGCCGTTAGAAAATATCCAGTTGGAGGTATATTCCATGGTTATGAAGTGAGAAGAA 

TTCTACCGGTTCCGGAGCTGAGACTCACTGCGGTAGATTTGGTGCACTCCCAGACAGGAG 

CCGAGCATTTGCATATTGATAGAGACGACAAGAATAATGTGTTCAGCATTGCTTTTAAAA 

CCAACCCTCCAGATTCCACTGGGGTCCCTCATATTCTAGAGCATACAACGTTGTGTGGGT 

CTGTTAAATATCCAGTTAGGGACCCTTTTTTCAAAATGCTAAATAAATCTCTAGCTAATT 

TCATGAACGCTATGACAGGTCCAGATTATACATTTTTTCCCTTTTCCACTACGAACCCTC 

AAGATTTCGCTAATTTAAGAGGTGTTTATTTAGACTCCACCTTGAATCCGCTACTTAAAC 

AAGAAGATTTTGATCAGGAGGGTTGGAGGTTGGAGCATAAAAACATCACAGACCCGGAGA 

GTAACATTGTTTTCyVAAGGTGTTGTCTATAACGAAATGAAAGGTCAAATATC 

ATTACTATTTCTGGAGTAAATTTCAACAGTCTATTTATCCTTCCCTGAATAACTCCGGCG 

GAGATCCTATGAAAATTACAGACTTGAGATACGGCGATCTCTTGGATTTCCATCACAAAA 

ATTACCATCCCTCCAATGCAAAAACTTTCACGTACGGTAACTTGCCATTGGTGGATACGT 

TAAAGCAATTAAATGAGCAGTTCAGTGGTTACGGGAAGAGAGCTCGAAAGGATAAGTTGT 

TAATGCCTATTGATTTAAAAAAAGACATAGATGTCAAGTTACTGGGTCAAATAGATACTA 

TGCTTCCACCGGAGAAGCAGACAAAAGCCTCAATGACGTGGATTTGTGGAGCGCCACAGG 
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ACACATATGATACCTTTTTGTTAAAAGTACTGGGGAATTTATTAATGGATGGCCATTCTT 

CTGTAATGTATCAAAAATTAATAGAATCAGGAATTGGTTTGGAGTTCTCCGTAAATTCAG 

GTGTTGAACCAACTACAGCAGTAAATTTGCTAACTGTTGGTATACAGGGCGTGAGTGATA 

TTGAAATATTTAAAGACACTGTAAATAATATTTTTCAAAACCTGTTGGAAACAGAACATC 

CTTTTGACCGCAAGCGTATCGATGCCATAATTGAACAATTGGAATTATCTAAGAAGGATC 

AAAAGGCTGACTTTGGACTTCAATTACTCTATTCTATACTACCTGGTTGGACAAACAAAA 

TCGATCCTTTTGAGAGCTTGTTGTTTGAGGACGTTTTGCAAAGATTTAGAGGTGACTTAG 

AAACGAAAGGTGATACTTTATTCCAAGATTTAATCCGTAAATATATCGTTCATAAACCTT 

GTTTCACGTTTTCCATTCAGGGATCTGAAGAGTTCTCTAAATCTTTGGATGATGAAGAAC 

AAACAA6ACTGAGAGAAAAAATTACTGCCTTGGATGAACAAGACAAGAAAAACATCTTTA 

AACGTGGTATACTGTTACAGGAGAAACAAAATGAAAAAGAAGATTTATCCTGTTTACCTA 

CCTTACAAATAAAAGACATCCCAAGAGCTGGTGATAAATATTCAATCGAACAGAAGAATA 

ATACAATGTCTAGGATTACTGATACCAATGGTATCACATATGTCAGAGGTAAACGTTTAC 

TAAATGACATAATACCCTTTGAACn^TTCCCATACTTACCTTTATTTGC^ 

CTAACCTAGGGACAACAACAGAATCCTTCAGTGAAATAGAA6ATCAGATAAAATTACATA 

CGGGTGGTATATCAACACATGTAGAGGTTACATCTGACCCTAACACCACAGAGCCTCGCC 

TGATTTTCGGGTTTGACGGATGGTCTTTAAATTCGAAGACCGACCACATTTTTGAAl^^ 

GGTCTAAGATCTTACTAGAAACTGATTTCCATAAAAACAGCGATAAATTGAAAGTTCTTA 

TCCGCTTATTAGCATCTTCAAACACATCTTCTGTAGCAGATGCCGGTCATGCATTTGCAA 

GGGGCTATTCTGCCGCACATTATAGATCAAGTGGAGCTATAAATGAGACCCTCAATGGTA 

TTGAGCAACTACAATTTATAAATAGATTGCACAGCTTGTTAGACAATGAAGAAACTTTCC 

AAAGAGAAGTTGTCGACAAGCTAACTGAATTGCAAAAGTACATTGTTGATAGCAATAACA 

TGAATTTTTTTATCACCTCAGACTCTGATGTTCAAGCGAAAACAGTAGAAAGCCAAATTT 

CAAAATTCATGGAGAGATTACCTCATGGCAGCTGCTTGCCCAATGGACCAAAGACTTCAG 

ATTATCCTCTTATTGGATCCAAATGTAAACATACTTTGATAAAATTTCCTTTCCAGGTCC 

ATTACACATCCCAAGCTTTATTGGGTGTGCCGTATACACATAAGGATGGCTCTGCACTTC 

AAGTTATGTCAAATATGCTAACATTCa^CATTTGCACAGAGAAGTCAGAGAAAAGGGTG 

GTGCTTATGGTGGTGGTGCTTCTTATAGCGCCTTAGCGGGTATTTTCy^GTTTCTATTCCT 

ATAGGGATCCTCAGCCTTT6AAGAGTTTAGAAACCTTCAAGAATAGCGGGCGTTATATAC 

TGAACGATGCCAAGTGGGGCGTCACAGACCTTGATGAAGCTAAATTGACAATATTTCAAC 

AAGTAGACGCACCTAAAAGTCCCAAAGGAGAAGGCGTGACGTATTTCATGAGCGGTGTTA 

CAGACGATATGAAAO^GCAAGAAGGGAACAACTCTTAGACGTATCTCTCCTGGACGTTC 

ATAGAGTCGCCGAAAAATATCTACTAAACA^GAAGGGGTGAGTACGGTCATTGGACCTG 

GAATCGAGGGGAAGACT(yimC7^C(::y^TTGGGAGGTGAAGK3AA(n<3TAG 

YDR430C, 989 aa (SEQ ID NO 60) 

MLRFQRFASSYAQAQAVRKYPVGGIFHGYEVRRILPVPELRLTAVDLVHSQTGAEHLHID 

RDDKNNVFSIAFKTNPPDSTGVPHILEHTTLCGSVKYPVRDPFFKMIJ^SLANFMNAM^ 

PDYTFFPFSTTNPQDFANLRGVYLDSTLNPLLKQEDFDQEGWRLEHKNITDPESNIVFKG 

WYNEMKGQISNANYYFWSKFQQSIYPSLNNSGGDPMKITDLRYGDLLDFHHKNYHPSNA 

KTFTYGlJn^PLVDTLKQLNEQFSGYGKRAIUaDKLI^IDLKKDIDVKLLGQIDT^ 

TKASMTWICGAPQDTYDTFLLKVLGNLUyDDGHSSVMYQKLIESGIGLEFSVNSGVEPTTA 

VNLLTVGIQGVSDIEIFKDTVNNIFQNLLETEHPFDRKRIDAIIEQLELSKKDQKADFGL 

QLLYSILPGWTNKIDPFESLLFEDVLQRFRGDLETKGDTLFQDLIRKYIVHKPCFTFSIQ 

GSEEFSKSLDDEEQTRLREKITALDEQDKKNIFKRGILLQEKQNEKEDLSCLPTLQIKDI 

PRAGDKYSIEQKNOTMSRITDTNGITYVRGKRLLNDIIPFELFPYLPLFAESLTNI^T^ 

ESFSEIEDQIKLHTGGISTHVEVTSDPNTTEPRLIFGFDGWSLNSKTDHIFEFWSKILLE 

TDFHKNSDKLKVLIRLLASSNTSSVADAGHAFARGYSAAHYRSSGAINETLNGIEQLQFI 

NRLHSLLDNEETFQREWDKLTELQKYIVDTNNMNFFITSDSDVQAKTVESQISKFMERL 

PHGSCLPNGPKTSDYPLIGSKCKHTLIKFPFQVHYTSQALLGVPYTHKDGSALQVMSNML 

TFKHLHREVREKGGAYGGGASYSALAGIFSFYSYRDPQPLKSLETFKNSGRYILNDAKWG 

VTDLDEAKLTIFQQVDAPKSPKGEGVTYFMSGVTDDMKQARREQLLDVSLLDVHRVAEKY 

LLNKEGVSTVIGPGIEGKTVSPNWEVKEL 

YDR438W, 1613 bp, CDS: 501-1613 (SEQ ID NO 61) 
CTTTTCTCAGCACCTGTCCAGAGACATAACATCACAATCACATCGCCCCAGTAAATGCA 
TACGCAAGATAAGATACAAACTGGCTACGGGAACACTACGCCAACGTGATTGGCAATTGT 
GCTCTAATAGTTACTCTATTATTGCTGTTAATTGACAATGTTTAGTCACGTGCAACACAA 
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TTGCTCTTTATTTGACGCa^GATCTATGGAGGATAATCCy^TCAAGAAGGAAGAGCTTGC 
AGGAACGGACAGAACGAACATTACCTATTCACACACaAGAATCTTTTTCAGAGTTCCTAC 
CTTTACTATCTTCAACTCCTTCTACTTCTTCAAATTTGTCTTCGATAGCGGACACGAA^ 
TGAAGGATACAATGAGGTTGAGTCTGCTATTTTGCGTCTTGTGGTTCGTGGCA^ 
CGGCTAACGCTGCTTTGTCGTATACCACAGTGGCTTCGTCAACAATTCTTTCATCGACAT 
CCTCATTTTTTACCTTATTTCTTGCCACTAGTCTAGGAATAGAAACTTT^^ 
AACTGCTGGGGTTATTTGTGTCTTTGTTTGGAATTATCTTAATTGTGATGCAATCCTCGA 
AGCAACAGGATTCTGTGAGTGCTTCCTCCTTTTTGGTAGGTAACACTTTAGCACTGCT^ 
GGTCATTGGGTTACAGTGTCTATACAACCCTTTTGAAATACGAAATATCATCCAAAGGTC 
TCAGACTAGACATTCAGATGTTTCTTGGTTATGTTGGTATCTTCACGTTTCTGTTGTTTO 
GGCCAATTTTAATAATCCTGGATATAACACATATGGAAACTTTTGAACTACCAAGTAACT 
TCCACATTTCTTTTCTTGTCATGTTAAATTGTATCATTATCTTTGTTAGTGACTATTT^ 
GGTGTAAAGCCCTCATTTTGACATCACCCTTGGTGGTTACCGTTGCCTTAACTTTTACT^ 
TCCCGTTAGCCATGTTCGCT^ATTTTGTATGGCGAGAGGCATTTTTTACGCCTTGGTAT^ 
TCATTGGTGTTATTTTCATTTTTGTTTCATTCTTTCTAGTTAACCATC 
CTGTTGAAAAGGACTGTGCTGCGGTTGAAAAAGGACCTATCTT^ 



xUK4Jow« J/u aa ^o&u ^'•i 

MNRVGIDVDHMIGVLLI^VVVVFWGASCLTNELLETNAYNKPFFLTYLNISSFALYLTP 
DLWRIIQSRRKSLQERTERTLPIHTQESFSEFLPLLSSTPSTSSNLSSIADTKVKDTMRL 
SLLFCVLWFVANLAANAALSYTTVASSTILSSTSSFFTLFLATSLGIETFSTKKLLGLFV 
SLFGIILIVMQSSKQQDSVSASSFLVGNTLALLGSLGYSVYTTLLKYEISSKGLRLDIQM 
FLGYVGIFTFLLFWPILIILDITHMETFELPSNFHISFLVMLNCIIIFVSDYFWCKALIL 
TSPLWTVALTFTI PLAMFADFVWREAFFTPWYI IGVIFIFVSFFLVNHRGESAVEKDCA 
AVEKGPILDA 

YDR450W, 1376 bp, exonl: 501-547, intronl: 548-982, exon2 : 
983-1376 (SEQ ID NO 63) 

CGGCCCATGAGCy^TAAATTGAGAACGATATTATTAATTCTAGTATATTTTAGGAACAGCA 
GGCCJ^TTATATCCaVAAACTTTTTTAAAATAGCATCCACATCACTTACTGGCGTACAGTTT 
CGTGTCTGGCAACAAAAAAGTACATTTAATTTCAATGATTAAAAAGACATTAAACATCCG 
TACATTACGCACCCATGCATGCTATCTGAAAATATTCTACATGCTGCTTTTAGAAATTTG 
AAGCGGCATATGGTGTTTCCTTGCGGAGACGCGCGCTCAGGGGAACTGCGATTCCGAAAG 
ATGCCTTTCCCAGTCCCATATGCCCATCCCAAGATCATGCCCGGGAGAGCAAATGTCGCC 
CCAGCCAGGTCGGACACATCTGTCATTCGACCACTAAGTATTGTCAAAGCTAGGGTTAAT 
TGAAGATAGCTCTACATGTTATTAGTAGAGTTTTTAAACGTTGAGATACTAGTGAACGTA 
TACACAAGAGCGGATAAAAGATGTCTTTAGTTGTCCAAGAACAAGGTTCCTTCCAACACA 
TTTTACGGTATGTTTATTATTACTAGTGAGCTATGACAAAATCGGCTAAAAACTTAAAAA 
TATGACAGACAAGAAAGGAAATTCATTCACCTCTTTAATCGTGGCGATTATTCGCTAACG 
ACGTGATTAAATATAATAATGATGTTCCCGGGCTGGACTAAGAACGTAATAATAAGGCTG 
ATGAACAAATTTATGGTTTATGCATCAAAAAGGAACATGAATTTGGCATAAGC6CACATA 
ATTACGGAACATTGCAATAGCGGTCGGAGGTAAAGTACCGGGAATGCTTTACAATGAATC 
AGCTATTGGCGGATATTGACCAACCAACACTAAAATTTTATATCCTGCTCCGATTTTTGT 
CTTGGCCGTGAAATCCATTATGCACATTTTTTACTAACGTTTATCAATAAGTTCGGTTTC 
CCGTCTAAATTTTTTTACGCa^GTTTGTTGAACACTAACGTTGACGGTAACATTAAGATCG 
TTTACGCTTTGACCACTATCAAGGGTGTTGGTCGTCGTTACTCCAACTTGGTCTGTAAGA 
AGGCTGATGTTGATTTACACAAGAGAGCTGGTGAATTGACCCAAGAAGAATTGGAAAGAA 
TTGTTCAAATTATGCAAAACCCAACTCACTACAAAATCCCAGCTTGGTTCTTGAACCGTC 
AAAATGACATCACTGATGGTAAGGACTACCACACTTTGGCTAACAACGTCGAATCCAAAT 



FIG. 1-23 



[Printedh7-08-2000) 



m 



[p2^-07"1999] 



[EP99870141^ 



TGAGAGATGACTTGGAAAGATTAAAGAAAATCAGAGCTCATCGTGGTATCAGACACTTCT 
GGGGTTTGCGTGTTAGAGGTCAACACACCAAGACCACTGGTAGAAGAAGAGCTTAA 

YDR450W, 146 aa (SEQ ID NO 64) 

MSLWQEQGSFQHILRLUmJVDGNIKIVYALTTIKGVGRRYSNLVCKKADVDLHKRAGE 
LTQEELERIVQIMQNPTHYKIPAWFLNRQNDITDGKDYHTLANNVESKLRDDLERLKKIR 
AHRGIRHFWGLRVRGQHTKTTGRRRA 

YDR486C, 1289 bp, CDS: 501-1289 (SEQ ID NO 65) 

ACTGCATACACAATAACTGTAGATGTAGCCCAAGGCACTACCACAGGTATTTCTGCTCAC 

GACAGGTCGATGACTTGTAGGGCTCTTGCAGACTCTTCCTCTACGCCAAAATCATTTTTA 

AAACCAGGGCACATCTGTCCCTTGAGAGCCGCTGATGGCGGTGTTTTGCAGAGAAGAGGC 

CACACTGAGGCCGGTGTCGATTTGTGTAAACTAAGTGGACTAAGTCCCGTCGCTGTTATT 

GGCGAATTGGTTAACGATGACGAACAAGGAACTATGATGAGATTAAATGACTGCCAAGCG 

TTTGGTAAGAAACATGGCATTCCTTTGATCTCCATCGAAGAATTGGCCCAATATTTGAAG 

AAATAATCTGGTGAACATTTTCTCCATTCATTCTATCACAACAGACTCACACATATATAC 

ATGTATATATTTGTAACTTTGTATATATCTTTTGTTTTTTGACCTTTTTCTTCCTCTATO 

TTTTTCAGCCATACAAAAATATGGGATTTTTAGCAAGAGAAAAAGTACATCTAAAAAAAG 

TAGTAATAGGAGGAAGCCAAGATTGGTTGAAACACAGTTATAAACTCTTCAAGGCAATTA 

TGAACAGGATTTTCGGATATGGGAACAAAAAGAGCCyVTGATCAGCTCITACAAGA 

ATCAGTCCATGT^TCAGGCCCAACAATCACTATCGAACAGAATATCCCAGTTAGATACTC 

AAATCGCCCAGTTAAACTTCCAGCTGCAAAATATTCAAAAGAATTTGCAAAGATCAAACA 

ACAAGCAACCCTCGTTAAGAAAACAGGCTTTGAAGATTTTAAATAAACGTAAACAGTTAG 

AAAATATGAAGGATTCTTTAGATTCTCAATCCTGGTCCATGACGCAAGCCCAGTTAACAA 

ATGATAACTTACAGAACACAATGATCACTATAAACGCACTAAAGCAAACAAACAATGCCA 

TGAAGGCTCAATACGGCAAGATAAATATCGACAAACTACAGGACATGCAGGATGAGATGC 

TGGATTTAATAGAACAAGGGGATGAGCTGCAAGAAGTCTTGGCAATGAATAATAACAGTG 

GCGAGCTCGACGACATTAGTGATGCAGAGCTGGATGCAGAGCTGGATGCTCTGGCACAAG 

AGGATTTCACTTTGCCAACCAGCGAAAACTCATTAG6TAACGATATGCCCAGTTACTTAC 

TAGGTGCGAATGCGCCACCGGCTTTTATTGATGAAGAGCCAAACTTAGATACTGAAGACA 

AAAATAAAGCTTTAGAAAGCGCTCAGTGA 

YDR486C, 262 aa {SEQ ID NO 66) 

MGFIJ^KVHLKKVVTGGSQDWLKHSYKI.FKAIMimiFGYGa!JKKSHDQLLQESNQSMNQA 
QQSLSNRISQLDTQIAQLNFQLQNIQKNLQRSNNKQPSLRKQALKILNKRKQLENMKDSL 
DSQSWS]yr^QAQLTIroNI^NT^□:TINALKQTNNAMKAQYGKINIDKLQDMQDEMLDLIEQG 
DELQEVLAMNNNSGELDDISDAELDAELDALAQEDFTLPTSENSLGNDMPSYLLGANAPP 
AFIDEEPNLDTEDKNKALESAQ 

YDR471W, 1295 bp, exonl: 501-531, intronl: 532-915, exon2: 
916-1295 (SEQ ID NO 67) 

GGCAAATCAATTAAAATTCCTTTTCTCTCTACCITPTGCTAATATTAAAAAC^ 

AAAGGGTACTTAATGCTATATTCC^TTAAGTTTCCTATTTCACCTTGTTTT^^ 

CTTACCAATTTGAAGACTATGTTTTTAAACyVCCCAATCATTTTCCACCCACACATATATT 

ACCCTTTTTTTGGGTGAAGAGAAGTAGTATTTTGTTTTTCATGGGAGTGGAAGTCCTTTC 

AAAACTAATCCGAGCAGTAGO^TGTCTAGGCGGAGATTATTGAAAGTCGGCT^TTGGCTG 

AGGGTACGTTGAAACTTTTGCCTTTCCACGTCAGTTTATAATATCAAAAGCAGCAATATA 
CACATTTAATGGTTTGCCCTTAGTGACTATTAGGGCGTTTTGGTGAAAAGAAAGAGTCGC 
TCAAAGAAATCAATATAACCATGGCTAAATTTTTGAAAGCAGGTAAAGTTGGTACGTAAA 
TTTAACAGAGCAAACGCTCTAATTAAGATATCGAATAAAAGGGGACTTTCAGGTGCATAA 
GATGGGAAATTGTACAATCTGAGGGACAAACAATATGGAAAGCAGTACATGATTGTATTG 
TCATTGTAGGAGGTACCAATTGTGCCAGTAAAAAAGAGAGGGCCCGGGGAGCACCACATT 
CACGACCAATCGTGTCGATCTGCAAAAAAGGCACATGGAAAATGTAATTTATCAGTGTTC 
AACACTGAGTTGAACAGATAGCTATCTAATCAATGTTAACTTTCCAGGGAACAAAAAGCT 
AAATCCACTTCTCTTTTATTTCAAAATATCATTAGAAATAGAAAAATTTACTAACAAATT 
TTCGTATTATCGTAGCTGTCGTTGTTCGTGGTCGTTACGCTGGTAAGAAGGTTGTGATCG 
TTAAGCCACACGATGAGGGTTCTAAATCTCATCCATTCGGTCACGCTTTGGTTGCCGGTA 
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TTGAAAGGTACCCATCAAAGGTCACCAAGAAGCACGGTGCCAAGAAGGTCGCTAAGAGAA 

CTAAAATCAAGCCATTCATCAAAGTCGTCAACTACAACCACTTATTGCCAACCAGATACA 

CCTTGGATGTTGAAGCTTTCAAGAGCGTTGTATCTACAGAGACiTTTGAACAACCA^^ 

AACGTGAAGAAGCCAAGAAGGTTGTAAAGAAGGCATTTGAAGAAAGACATCAAGCTGGTA 

AAAACCAATGGTTCTTCTCCAAGTTGAGATTCTAA 

YDR471W, 136 aa (SEQ ID NO 68) 

MAKPLKAGKVAVVVRGRYAGKKWIVKPHDEGSKSHPFGHALVAGIERYPSKVTKKHGAK 
KVAKRTKIKPFIK\A/NYiraLLPTRYTLDVEAFKSWSTETFEQPSQREEAKIWVKKAFEE 
RHQAGKNQWFFSKLRF 

YDR499W, 2744 bp, CDS: 501-2744 (SEQ ID NO 69) 

TAACAATAGAAAAAAATACACACACATTAGATTGGAATTAGAGCTTAAGTGGTACAAACT 

AGGGCTAATAAAGAGGTAACGGTCGGTTCTCTACTAAGGTTCGTATTGTGTGGCACCGAT 

GTTAAGCACTTTTAAGCGGAATAACTCGAGTGGAAATTTTATGTTTAGTTAGGTTTTACC 

TTGAATTTTTTTAAAAAAAAAAGAGTCAGACAGGCTCGCTCTTTCCTACTAAATATTAGG 

AGCAAAGCAGTAAAAAGTCTCTGAATAAGGATAGTAACCTGTAGTAACTCCAAAATTTAT 

CTTACAAAGAGCTATTAGTATCTTGGTTCTTCTATTTTCTTCGATTATTGGTGATT^ 

CCGCCTCTAGCCAAATCCGAGCGTTCCATCGATTTTTTGGGGAAAACAGCACATGCAATA 

AAATAAAAAGCAAACAAATACGCGATAGTGCACGAAACGTCAACACAATCATCAAACTCT 

TTTGCATATTTCTATTATAGATGAGACGAGAAACGGTGGGTGAATTTTCTTCAGATGACG 

ATGATGATATTCTTTTGGAATTAGGCACCAGGCCTCCAAG6TTTACTCAAATACCGCCAT 

CATCAGCAGCATTAOU^CACAAATTCCa^CTACTTTGGAGGTTACAACGACCACATTAA 

ACAATAAACAGAGTAAAAATGATAACCAACTGGTTAACCAACTGAATAAAGCTCAAGGTG 

AAGCAAGCATGCTTCGTGATAAAATAAACTTTTTGAACATTGAAAGGGAAAAGGAAAAGA 

ATATTCAAGCCGTCAAAGTTAATGAATTGCAAGTCAAGCATCTTCAAGAGTTGGCTAAAT 

TAAAACAAGAATTACAGAAACTGGAAGATGAGAAGAAGTTCTTACAGATGGAAGCGAGAG 

GAAAATCGAAAAGGGAAGTTATTACGAATGTAAAACCACCGTCAACAACATTATCAACAA 

ACACAAACACTATAACGCCAGATTCGTCCTCAGTTGCAATCGAAGCAAAACCTCAATCAC 

CACAATCAAAAAAACGTAAGATAAGTGATAATTTACTGAAAAAAAATATGGTTCCCCTAA 

ACCCAAATAGGATTATTCCCGATGAAACGAGTTTATTTCTAGAGTCAATATTACTTCATC 

AAATAATAGGCGCTGACCTGAGCACAATAGAAATATTAAATAGATTGAAGCTTGACTACA 

TCACAGAGTTTAAATTTAAGAATTTCGTCATTGCTAAAGGAGCCCCCATAGGGAAGTCCA 

TAGTTTCTCTACTTTTGCGATGTAAAAAGACGTTGACCCTCGACAGGTTCATAGATACTT 

TGCTAGAGGATATAGCTGTTTTGATCJ^GGAAATATCAGTTCATCCAAATGAATCGAAAT 

TAGCTGTCCCATTTCTCGTTGCATTGATGTATCAGATTGTACaATTTCGTCCTAGTC 

CTCATAATTTAGCACTGAAGGATTGTTTTCTTTTTATTTGCGATTTAATAAGAATC 

ATCATGTATTGAAAGTACCGATACATGAATCAAATATGAATTTGCATGTAGAACCTCAGA 

TTTTCCAATATGAACTGATAGACTATTTGATAATTTCGTATTCCTTTGATCTCCTAGAAG 

GTATATTAAGGGTACTGCAGTCGCATCCTAAGCAAACTTATATGGAATTTTTTGATGAAA 

ATATTCTAAAATCATTTGAATTTGTCTACAAACTAGCACTAACCATTTCATACAAGCCAA 

TGGTAAATGTAATATTTAGTGCAGTCGAGGTCGTTAATATTATCACTAGTATAATATTAA 

ATATGGACAATTCCTCAGATCTGAAATCCTTGATAAGCGGTAGTTGGTGGAGAGATTGTA 

TTAC^GATTATACGCTCTTTTGGAAAAGGAAATTAAGAGTGGCGACGTATATAATGAAA 

ATGTGGATACTACAACTCTTCATATGTCGAAGTACCATGACTTTTTTGGGTTAATCCGAA 

ATATAGGTGATAATGAATTGGGAGGATTGATATCa^GCTGATTTATACTGACCGATTGC 

AAAGTGTCCCAAGGGTAATTTCTAAAGAGGATATTGGGATGGATAGCGACAAATTCACTG 

CCCCTATAATAGGTTACAAGATGGAAAAATGGCTTTTGAA6TTAAAAGATGAAGTTTTAA 

ATATTTTTGAAAATTTATTAATGATCTATGGAGACGATGCGACCATAGTAAATGGAGAAA 

TGCTCATCCACTCCTCTAAATTCTTATCCAGGGAGCAAGCGTTAATGATAGAAAGGTACG 

TGGGACAAGACTCCCCGAACTTGGACCTCAGATGCCATCTTATTGAACATACTTTAACCA 

TAATATATAGGCTATGGAAAGACCATTTCAAACAATTGCGTGAAGAACAAATCAAGCAGG 

TAGAAAGCCAATTGATTATGTCACTATGGAGGTTTCTCGTATGCCAAACCGAAACTGTGA 

CAGCAAACGAAAGAGAAATGAGAGATCATCGACACCTTGTAGATAGTTTGCATGATCTGA 

CGATAAAGGATCAAGCCTCTTATTACGAAGATGCCTTTGAGGATTTACCAGAATATATCG 

AAGAAGAATTGAAGATGCAATTGAATAAAAGAACGGGGAGAATAATGCAAGTAAAGTACG 

ATGAGAAATTTCAAGAAATGGCAAGAACTATTCTTGAGTCAAAATCATTCGATCTAACCA 

CACTAGAGGAGGCCGATTCATTATATATCTCAATGGGACTGTAA 
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YDR499W, 747 aa (SEQ ID NO 70) 

MRRETVGEFSSDDDDDILLEU5TRPPRFTQIPPSSAALQTQIPTTLEVTTTTLNNKQSKN 
DNQLVNQUnC^QGEASMLIUaKINFIJIIEREKEKNIQAVKVNELQVKHLQELAKLKQELQK 
LEDEKKFLQMEARGKSKREVITN\rtCPPSTTLSTNTNTITPDSSSVAIEAKPQSPQSKKRK 
ISDNLLiaONnflVPLNPNRIIPDETSLFLESILLHQIIGADLSTIEILNRLKLDyiTEFKFK 
NFVIAKGAPIGKSIVSLLLRCKKTLTLDRFIDTLLEDIAVLIKEISVHPNESKLAVPFLV 
ALMYQIVQFRPSATHNLALKDCFLFICDLIRIYHHVLKVPIHESNMNLHVEPQIFQYELI 
DYLIISYSFDLLEGILRVLQSHPKQTYMEFFDENILKSFEFVYKLALTISYKPMVNVTFS 
AVEWNI ITS I ILNMDNS SDLKSLI SGSWWRDCITRLYALLEKEIKSGDVYNENVDTTTL 
HMSKYHDFFGLIRNIGDNELGGLISKLIYTDRLQSVPRVISKEDIGMDSDKFTAPIIGYK 
MEKWLLKLKDEVLNIFENLLMIYGDDATIVNGEMLIHSSKFLSREQALMIERYVGQDSPN 
LDLRCHLIEHTLTIIYRLWKDHFKQLREEQIKQVESQLIMSLWRFLVCQTETVTANEREM 
RDHRHLVDSLHDLTIKDQASYYEDAFEDLPEYIEEELKMQLNKRTGRIMQVKYDEKFQEM 
ARTILESKSFDLTTLEEADSLYISMGL 

YDR507C, 3929 bp, CDS: 501-3929 (SEQ ID NO 71) 
CTCTTTAAATATTCTATGTACTTTGTGCAAACATCATTGTCATCACATAAATGCAT^ 
ACTATTACTAACTTGAACTTCACTTCACTGGATiGAACTGGGTTATTCAAGGTAAAGAAAT 
a^TTTGTTTTGCGCCAAGTTTCGTCTGACAAGAATTTTTTAT^ 

ATCGAAGGAAACGCGTCAAATCCATTCGTTACTACGCGCAATCTGCGTTATTTCCTTTTT 

CGGCATACCATCGCGAAATATCAACGGCCACACCATAGATTCCTTTTGATGTTAAATTAA 

AAGCGACTGAATGAAGTGCACACATTTTTTATTTCTTCTTGATTTTCTTTTCTA 

TTTGCTTTCTCTTCTGTCGACAACGTCTCAACTGTACTCACCATTAGTATTCTCGAAGGC 

TTTAGCAGACTTGTGAATAATTAATTGCCCACTTTGATCAAGAAAGATATTCGCAGCACA 

ATACAATAATAACATTCAAAATGGCAATCAATGGTAACAGTATTCCTGCCATAAAGGATA 

ATACCATCGGTCCATGGAAACTAGGTGAAACTCTCGGTCTAGGGAGCACTGGTAAAGTCC 

AGCTTGCTCGTAATGGATCCACAGGACAAGAGGCGGCAGTTAAGGTAATATCAAAAGCAG 

TATTCAATACCGGTAATGTCAGCGGTACTTCGATTGTTGGCTCCACCACCCCAGATGCTC 

TACCATATGGTATAGAACGCGAAATAATCATTATGAAGTTGTTAAACCACCCAAATGTGT 

TACGTTTATATGATGTCTGGGAAACAAATACAGATTTATACCTTGTTTTAGAATACGCGG 

AGAAAGGTGAGTTGTTCAACTTATTGGTTGAGAGAGGTCCn^TGCCAGAGCy^TGAAGCTA 

ATCGTGATCTAAAACCGGAAAATCTATTATTAGATCATAAATATAACATCyVAGATTGCAG 
ATTTTGGTATGGCTGCTTTGGA2\ACTGAAGGAAAGCTACTGGAGACGTCGTGCGGATCAC 
CACATTATGCTGCACCAGAAATTGTATCTGGTATACCGTATCAAGGTTTCGCAAGTGATG 
TGTGGTCATGCGGTGTGATCCTATTCGCCCTTCTTACTGGTCGGTTACCCTTTGACGAGG 
AAGATGGAAATATAAGAACACTATTACTTAAAGTTCAAAAAGGTGAGTTCGAAATGCCTT 
CTGATGATGAAATTTCGCGTGAAGCTCAGGATTTGATTAGAAAAATCTTAACCGTTGATC 
CTGAAAGAAGAATCAAGACCAGAGATATACTCAAACATCCGCTATTACAAAAATATCCAA 
GTATAAGAGATTCTAAAAGTATTAGAGGCTTACCAAGAGAAGACACATATCTCACGCCAT 

tatcagaaagtaattcttctattgacgctacgattttgcaaaatttagtaatattatggc 
atg6aagagatcctgaag6aattaaggaaaaactaa6agaacctggcgctaatgcagaaa 
agacattatatgcactactgtatagatttaagtgtgacactcaaaaagagcttattaagc 
aacagcaagttaagaagaggo^gtcaattagtagcgtttctgtttccccatctaaaaaag 
tatcgacj^ctccacaacgcagaa6aaatagagaatctttaattagtgtaacatcttctc 
gtaaaaagco^tatccttcaacaaattcactgcctccagtgcctcctccagcaatctaa 

CTACACCCGGTTCIT'CAAAACGCCTTTCAAAAAACTTCTCTTCAAAGAAGAAATTATCTA 

caatcgttaaccaatcttctccaacaccagcatcacgtaataaaagagcttcggttataa 
atgtggaaaagaatcaaaaaagagcctctatcttttctactaccaagaagaacaaaagat 
cttctagatctatcaagagaatgtcattgataccaagcatgaaacgtgaatcggtgacaa 
caaaattaatgtcaacatatgcgaaattggcagaggatgacgattgggaatacattgaga 
aggaaacaaagagaacgagctcaaattttgcaactttgatagatgaaatttttgagtacg 
aaaagtacgaacaaataaggaaagagaaggaagagctagaacgtaaagtgagagaagcaa 
aagcacgtgaagagctggaacgtagaagacgtaaacaagaagaaaaagaacgtgcaagaa 
aattactagaaaaggaagatctgaaaagaaaacaggaggaactcaagaagcaaattgaaa 
ttgatataagtgatctagagcaagagctgtccaaacacaaagaggaaaaactggatggta 
atattagatctatctctgctcctatggaaaatgaagagaaaaatatcaatcatttggagg 
ttgatattgacaatattctccgtcgccgcaacttttctttacaaactagacctgtgtcaa 
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GGCTTGATCCGGGTATAATGTTCTCCAGTCCAACTGAGGAAGTAAGTCCAGTGGAACCAA 

AGAGAACAGAAAATGAAAGACTT:iCAACAGAAAAGAAAATTTTAGAAACTATCAGAAGAT 

CAAAATTCTTGGGTTCATCATTTAATATCGATAAAGAGTTGAAATTGTCTAAAATGGAAT 

ATCCAAGTATAATTGCACCACAAAGATTGTCAGAGGAGCGAGTGGTGTCAGATTCTAATG 

ATGGATATGAATCTTTGATCCTCCCGAAGGATGG6AATGGCGTATCTCAATTAAAGGATA 

GTACCGCAAO^CTGCTCCCGTCTCTGATGGTAGGTTGAGGAAGATCTCTGAAATTAGAG 

TACCACAATTTACTAGAAAATCAAGGCATTTTAGTGAGTCCAATAAAAGGCTATCTGTCC 

TGTCGATGTACTCTACCAAGGAGTCGTTTACCAACTTGGTTGATATTTTGA 

ACCTTGATGTCAATAACCAACAAAGCCAAAGAATTCCAACACCyAGAAGTGCGGATGATT 

CAGAATTTCTTTTTGAAACTGTCAACGAAGAAGCTGAATATACyiGGAAATAGT^ 

ATGAGAGATTGTACGATGTCGGTGATTCCACTATCAAAGACAAATCCGCGTTAAAGCTGA 

ACTTTGCAGATCGTTTTAATGGATCGAACGAAGCGAAACAAACTGATAACTTACATCTTC 

CGATCCTTCCTCCGCTTAATGGTGACAATGAATTGCGTAAACAGAATAGCCAAGAGGGTG 

ACCAGGCACATCCAAAGATTAAATCGATGATACCAGAATCAGGCTCTTCTTCACATACTG 

AAAAGGAAGAAGAAAATGAGGAAAAGGAAGAGAAAAAGCCAGAACAACACAAACAAGAAG 

AGGATCAAGAAAAAAGAGAGAAAGTAGTAGATGATATGGAGCCACCATTGAACAAATCTG 

TGCAAAAAATTAGGGAAAAAAATGCTGGCTCGCAGGCAAAGGATCATTCAAAAGATCACT 

TAAAAGAGCATAAGCAGGATAAAAATACAGCAATTGGAAATGGTTCCTTCTTTAGAAAAT 

TCTCAAAATCTTCGGACAAAACAATGGAATTGTATGCCAAGATTTCTGCAAAACAATTG^ 

TTAATGGTTTAGAGAAGCTGTTGCGTGGTTGGACTCAGTATGGTTTAAAAAATATAAAAT 

CGCACCCCAACAATCTGACCTTAACGGGTAAACTATCGAGTGATAATATATTCTCACTAC 

GTTCAACa^CTCTTTGAGGTTAATATTTATCCGAGAGGTAAGATGAGCGTTGTGCAGTTCA 

AGAAAGTTTCl^TTCATTCAAAGCTGTCAAAAAGTTGGTOATGAAGTTGAGA^ 

TGAATAAGGAAGGCGTTCTACAAAAATAG 

YDR507C, 1142 aa (SEQ ID NO 72) 

MAINGNSIPAIKDNTIGPWKLGETLGI/3STGKVQIJU?NGSTGQEAAVKVISKAVFNTGW 

SGTSIVGSTTPDALPYGIEI^IIIMKLLiraPNVLRLYDVWETNTDLYLVL 

LLVERGPLPEHEAIRFFRQIIIGVSYCHALGIVHRDLKPENLLLDHKYNIKIADFGMAAL 

ETEGKLLETSCGSPHYAAPEIVSGIPYQGFASDVWSCGVILFALLTGRLPFDEEDGNIRT 

LLLKVQKGEFEMPSDDEISREAQDLIRKILTVDPERRIKTRDILKHPLLQKYPSIRDSKS 

IRGLPREDTYLTPLSESNSSIDATILQNLVILWHGRDPEGIKEKLREPGANAEKTLYALL 

YRFKCDTQKELIKQQQVKKRQSISSVSVSPSKKVSTTPQRRRNRESLISVTSSRKKPISF 

NKFTASSASSSNLTTPGSSKRLSKNFSSKKKLSTIVNQSSPTPASRNKRASVINVEKNQK 

RASIFSTTKKNKRSSRSIKRMSLIPSlOaiESVTTKLMSTYAKLAEDDDV^ 

SNFATLIDEIFEYEKYEQIRKEKEELERK\7REAKAREELERRRRKQEEKERARKLLEKED 

LKRKQEELKKQIEIDISDLEQELSKHKEEKLDGNIRSISAPMENEEKNINHLEVDIDNIL 

RRRNFSLQTRPVSRLDPGIMFSSPTEEVSPVEPKRTENERLTTEKKILETIRRSKFLGSS 

FNIDKELKLSKMEYPSIIAPQRLSEERWSDSNDGYESLIIiPKDGNGVSQLKDSTATTAP 

VSDGRLRKISEIRVPQFTRKSRHFSESNKRLSVLSMYSTKESFTNLVDILKNGNLDVNNQ 

QSQRIPTPRSADDSEFLFETVNEEAEYTGNSSNDERLYDVGDSTIKDKSALKLNFADRFN 

GSNEAKQTDNLHLPILPPLNGDNELRKQNSQEGDQAHPKIKSMIPESGSSSHTEKEEENE 

EKEEKKPEQHKQEEDQEKREKVVDDMEPPLNKSVQKIREKNAGSQAKDHSKDHIiKEHKQD 

KOTAIGNGSFFRKFSKSSDKTMELYAKISAKQLFNGLEKLLRGVmjYGLKNIKSHPNl^ 

LTGKLSSDNIFSLRSTLFEWIYPRGKMSWQFKKVSGSFKAVKKLWEVENVLNKEGVL 

QK 

YDR515W, 1844 bp, CDS: 501-1844 (SEQ ID NO 73) 

GAGTTGAATCTATGCGTAACCATTTTGACTACCGCTTCGTATGCTTTCTTGCACTTTGTC 
GAGCTACTCATACAATAGCTTATAATCTGTGTAGTCAAACTATATACTAGGCAAATTACT 
AGTAAATGCAGTATTCATATGTCCTCAAACCGTTTTTTGCAGTATGTTATTGATCCATCG 
AATCAAAATTTTTCACCGCCAAGAGAAAAAAGATCTTACTATTTTGTGCTTATGAAAAAA 
TTAGTAAAAGTAAAGCTGGAAGCACATACAAGCGCAGCTGAATCACAAAGGAAAATTGGC 
ACATCCTTGGTTGACACTTGTCTATTTATTAAAAGGTTTTAAAAAGTAGTGTTCAGCAGT 
TCTATCATATTTTTTTATTTAAAAAAAAATACTGAGAGGAAGCGTATTGTTAAGACACAA 
TTTAGGGTGGCGTTAAATAAACGAGAGAGCCCAAAAATATAACCAAGATAAAGAAAATCA 
ATCATAAAGTGAATTCAAAAATGTCATCGCAAAACCTCAATGATAATCCAAAAAATACAT 
CCTCAGCAGCTGAAGATAAGAAGAAACAAACTTCATCCTTAAAGTTGGCACCAATACCAA 
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CCACATCGCCATGGAAATCATCTTCGCCAGATAGCAATACAGTAATTCCTGTAGAGGAAC 
TAAGAGATATATCAAAGACTGCAAAGCCAAGTAAAAATGGTTCGGGGTCAATTAAATTAA 
CAAGCAATACCAAATGGACTCCAATTACGCCGTCTGTTATAATCTCAGGTTCCAAGGACA 
CAAATTCAAAGTCAGGAAAGAACTCTAAAAATTCTAAGACTAATAAAAAAATGAAAAAGC 
GTGGCAAATATAATAACGATATCAATAAAAAGGACTTTAACGGTCAAACCAACAGTACAT 
CGGAAATAAGTAACGTTTCCAATCTTGAATCCAAACCTTTAGATGCTAACGCTAAAGTAA 
ACATACATTCAAGCTCAGGAGCAACTGCCAATGGGAATATAAAGAGGATAACAAACAACA 
ACAATTCAACCAACGGTAGACAATCAAGAAATTATCAAAACAGGAATGGCAAAACAAGAT 
ACAACAACAATAGTAGACACAGTCAGGCGGCTAATAATGCCATCTCCTTCCCAAATAATT 
ATCAGGCTAGACCTGAATATATTCCCAATGCCAGCCACTGGTTGAACAACAATTCAAGAA 
ATAGCTATAAACAACTGTCATACTTCCGTCAACAGCAGTATTATAATAACATCAACTATC 
AACAACAATTGCAAACACCATATTATTACTCAATGGAACCTATTTTTAAATCTATCGAAA 
GTATCAAAAACCAAATTGAATTCTATTTTAGTGAAGAGAACTTGAAAACAGATGAATTTT 
TAA6ATCTAAATTCAAAAAAGCCAATGACGGATTTATCCCCATGAGTTTGATAGGGAAAT 
TTTACCGTATGGTTAATTTATCTCTTGGTGGAGACCCAAATTTAATTTTGGCATCTATGA 
GAGAAGTTTTACAACATAAAGAAACAAACCATTTGGAAATTGCCCTTGGAAGCATAGAAG 
GTGCTCAGAAGAACATGGCAGATGATTTCAATCCATTGGAAAACTATTTTATTAGGCGCG 
AAAATTGGGCTGAATACGCTATGGAAAGTAATTTTGATGAAAATGATGACGAAACT6AAA 
AATACAACATTGAGAAACTATTGGGACCGAACGATTTAGACAATTATTCTTATATGGGCT 
ATCCAAACTTCTTTCCCAGTAATGAAAATGGGAAAAA6AGTCAGAGCTATGACCAAGGT6 
AAATTAGCAGGCAGTTTGAACAAAACTTACAAATAAATGATTAA 

YDR515W, 447 aa (SEQ ID NO 74) 

MSSQOTiNDNPKJSrrSSAAEDKKKQTSSLKLAPIPTTSPWKSSSPDSNTVIPVEELRDISKT 

AKPSKNGSGSIKLTSNTKVWPITPSVIISGSKDTOSKSGKNSKNSKTNKKMiaaiGKYW^ 

INKKDFNGQTNSTSEISNVSNLESKPLDANAKVNIHSSSGATANGNIKRITWNM^ 

QSRNYQNRNGKTRYNNNSRHSQAAlilNAISFPNNYQARPEYIPNASHWIMSn^ 

YFRQQQYYNNINYQQQLQTPYYYSMEPIFKSIESIKNQIEFYFSEENLKTDEFLRSKFKK 

ANDGFIPMSLIGKFYRMVNLSI^DPNLILASMREVIiQHKETNHLEIALGSIEGAQKNMA 

DDFNPLENYFIRRENWAEYAMESNFDENDDETEKYNIEKLLGPNDLDNYSYMGYPNFFPS 

NENGKKSQSYDQGEISRQFEQNLQIND 

YDR518W, 2054 bp, CDS: 501-2054 (SEQ ID NO 75) 

GCAGCAGGGGCAAGATGACAACCCTGTTCCTGTTCCTGTTCCAGTAGAATCTGAGACGGC 
TTTTGTGCCATCAGCATTCACAGCACCACCGGTGCCAACAAAGAAGAAATCAAAAAATAA 
AAAGGGTACCCAGCCATTGGCAATGGATGACTATTTTAATGAAGGCAGAGATAAGTCATC 
TACCGCTGCGAAGTCAGCAGAATCTGACATCCTCGCCCCACCACCACAAAAACAGTCATC 
CTCTGATTAACTTTCCTGGTTAGTCTTTTGGTTTTGTTTCATAGCAAAATTAAATATATA 
TATATAAGCTTGCTTTCCCTTCAAAACACGTAAACGATAGTTGGCAATGTACGAAAAGTA 
CCGAGACTTTTTTTCAAAGGCACGCGTGTCCTTTTTTGTTAAGACAATAGATATTTTAGC 
ATTCAGAAAGTTTCAATTTCCAAGACTTGACGTTTCAATTATATGGCAATCTCCCAACAA 
GCACCCGCTCATATAATACCATGCAAGTGACCACAAGATTTATATCTGC6ATAGTCTCGT 

ATTTACTCGTTCTAACAGAGAAGAAATTTAAATCATTCATCGAATCTCATCCGTTAGTCC 
TCGTCGAGTTTTTTGCTCCATGGTGTTTGCATTCTCAGATCTTACGCCCTCACTTAGAAG 
AGGCCGCCTCTATTTTAAAGGAGCATAACGTCCCAGTTGTTCAAATTGATTGTGAGGCTA 
ACAGTATGGTTTGCCTGCAACAAACTATAAATACCTACCCAACCTTGAAAATCTTTAAAA 
ATGGTCGTATTTTTGATGGTCAAGTCTATCGCGGTGTCAAGATCACCGATGAAATCACTC 
AGTACATGATTCAGCTATACGAGGCTTCTGTCATTTATTTAAATTCCGAAGATGAAATCC 
AACCATACTTGGAAAATGCAACTTTACCAGTAGTAATAAACAGAGGCTTGACAGGCTTGA 
ATGAAACGTATCAAGAAGTCGCACTGGACCTTGCTGAGGATTACGTCTTTTTATCCCTTC 
TAGATTCAGAAGATAAGTCATTATCAATCCACTTGCCAAACACTACAGAACCAATTCTGT 
TTGATGGAAATGTAGACTCTTTGGTCGGAAATTCCGTTGCTCTAACTCAGTGGTTAAAAG 
TGGTAATTTTACCTTACTTTACCGACATCGAACCTGATCTCTTCCCCAAGTACATTTCTA 
GCAATTTGCCGTTGGCTTACTTCTTTTATACTTCTGAGGAA6AATTGGAAGATTACACTG 
ATCTTTTCACGCAGTTAGGTAAGGAAAATCGTGGCCAAATAAATTTCy^TTGCATTAAACT 
CTACAATGTTCCCACACCACGTTAGATTCCTAAATATGAGAGAACAGTTCCCATTATTTG 
CTATCCATTU^TATGATCAATAATCTGAAATATGGTTTACCACAACTACCAGAAGAAGAGT 
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ACGCGAAATTAGAAAAACCACAACCACTAGACAGAGATATGATCGTTCAGTTGGTAAAAG 

ATTACCGTGAAGGTACTGCCAAGCCAATTGTTAAGTCAGAAGAGATTCCAAAAGAACAAA 

AGTCCAATGTTTATAAAATAGTTGGGAAGACACATGACGAOVTTGTTCATGATGATGACA 

AGGATGTCCTTGTCAAATATTACGCGACATGGTGTATTCATAGTAAAAGGTTTGCGCCTA 

TTTACGAAGAAATTGCAAATGTCTTAGCATCTGATGAATCTGTTCGCGATAAAATCTTGA 

TCGCCGAAGTAGATTCAGGGGCAAATGATATCTTAAGTTTTCCTGTGACAGGATATCCAA 

CCATTGCTTTGTATCCTGCCGGAAATAACTCTAAGCCTATTATCTTCAATAAAAT^ 

ATTTGGAAGATGTTTTCGAATTTATCAAGGAATCAGGTACACATCACATTGAaMCC^ 

CAATTTATGATAAATTGCACCAGGCCAAGGATTCTGAAGTGTCTACTCAAGATACCGTAC 

ATGATGAATTATAA 

YDR518W, 517 aa (SEQ ID NO 76) 

MQVTTRFISAIVSFCLFASFTLAENSARATPGSDLLVLTEKKFKSFIESHPLVLVEFFAP 
WCLHSQILRPHLEEAASILKEHNVPWQIDCEANSMVCLQQTINTYPTLKIFKNGRIFDG 
QVYRGVKITDEITQYlOiQLYEASVIYIJ^SEDEIQPYLENATLPVVINRGLTGLNETYQEV 
ALDIJ^YVFLSLLDSEDKSLSIHLPNTTEPILFDGNVDSLVCTJSVALTQWLKVVILPYF 
TDIEPDLFPKYISSNLPLAYFFYTSEEELEDYTDLFTQLGKENRGQINFIALNSTMFPHH 
VRFLNMI^QFPLFAIHmiNNLKYGLPQLPEEEYAKLEKPQPLDRDMIVQLVKDYREGTA 
KPIVKSEEIPKEQKSNVYKIVGKTHDDIVHDDDKDVLVKYYATWCIHSKRFAPIYEEIAN 
VLASDESVRDKILIAEVDSGANDILSFPVTGYPTIALYPAGNNSKPIIFNKIRNLEDVFE 
FIKESGTHHIDGQAIYDKLHQAKDSEVSTEDTVHDEL 

YDR519W, 908 bp, CDS: 501-908 {SEQ ID NO 77) 

GGGGCAAATGATATCTTAAGTTTTCCTGTGACAGGATATCCAACCATTGCTTTGTATCCT 
GCCGGAAATAACTCTAAGCCTATTATCTTCAATAAAATTAGAAATTTGGAAGATGTTTTC 
GAATTTATCAAGGAATCAGGTACACATCACATTGACGGCa^^GCAATTTATGATAAA'^ 
CACCAGGCa^GGATTCTGAAGTGTCTACTGAAGATACCGTACATGATGAATTATAATCA 
ATAAATAAAGCATATATAATGCACATTTTTAACATCTGATTACTCGCy^TCGTTTCTGGAA 
GAAAATAGCTAATATTCGTTATTTATGGCATCACGATTATTCTCACCAGTTACCCGTTTA 
TGCTCTTGAAGAGATTTAGCATTACTGCCAGCGCATCTTCAAATACAGGTTTATATGAGA 
CCCATTACTATAACCCTAAGAAGAGAAAAAGGAGTGCTTTCGTTTTCAATCACATTCTAG 

CCATTCTTGCAGGTTCCCTGTCAGATTTGGAAATCGGTATTATCAAGAGAATACCGGTAG 
AAGATTGCTTAATTAAGGCAATGCCAGGTGATAAAGTTAAGGTTCATTATACAGGATCTT 
TATTAGAATCGGGAACTGTATTTGACTCAAGTTATTCAAGAGGCTCTCCTATCGCTTTTG 
AACTTGGCGTTGGCa^GAGTAATTAAAGGTTGGGATCAAGGTGTTGCCGGCATGTGCGl^ 
GCGAAAAAAGAAAGCTGCAAATTCCAAGTTCTTTGGCCTACGGAGAAAGAGGTGTCCCAG 
GCGTCATTCCTCCAAGTGCTGATTTGGTGTTTGATGTCGAATTGGTAGACGTGAAATCAG 
CCGCCTAG 

YDR519W, 136 aa (SEQ ID NO 78) 

MMFNI YLFVTFFSTILAGSLSDLEIGI IKRI PVEDCLIKAMPGDKVKVHYTGSLLESGTV 
FDSSYSRGSPIAFELGVGRVIKGWDQGVAGMCVGEKRKLQIPSSLAYGERGVPGVIPPSA 
DLVFDVELVDVKSAA 

YER102W, 1103 bp, CDS: 501-1103 {SEQ ID NO 79) 

CGAGCTTGCCAGCATTCCAATGCCCATCGTATTGTACTCAATGGTGAAACTTACCACCAT 
ATTGTTAAAAGCTATTATTTATGATTTTTACTTACCAAACATTGAAAGGAGACTGAACAC 
ACCACGATAAAACGTATGTTCTGATACCCAGCAAATGAGAAAGTAGAAGGAGAAACCTAA 
AAACCTGTGGCGGTCAAGACTGCTAGCAAGATGGATATTTAGATCATAAATTCTAACGCA 
TGCATCCTGAGCAATGAAATCATGCAACCTAACATTTGAGGTTAATATATGAGAATTAAC 
TAGCGTTGAGGAGGTACTGCAATTTAAAAGACCGAAGAATTATCGATGCAAGGAAAAATG 
GGTCTAGGATGAATACGAGCAATTGAAATACATTTGGAATACCTTGTGAAAATATCACAT 
ACTTTCGCCTTCTATCTCGATGCGTTATTACAAGAAAATAGTTTTACTAACAAATTAACA 
AAAATTAAAATAGTGTAAAAATGGGTATTTCTCGTGATTCTCGTCACAAAAGATCAGCCA 
CTGGTGCTAAACGTGCTCAATTCAGAAAGAAGAGAAAGTTCGAATTAGGTCGTCAACCAG 
CCAACACAAAAATTGGTGCTAAGAGAATCCACTCTGTCAGAACTAGAGGTGGTAACAAGA 
AATACAGAGCTCTAAGAATTGAAACCGGTAACTTTTCTTGGGCTTCTGAAGGTATCTCCA 
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AGAAGACCAGAATTGCTGGTGTTGTTTACCATCCATCCAACAATGAATTGGTTAGAACTA 
ACaVCTTTGACCAAGGCTGCCATTGTCCAAATTGATGCTACTCCATTCAGACAATGGTTCG 
AAGCTCACTACGGTCAAACCTTGGGTAAGAAGAAGAACGTCAAGGAAGAAGAAACTGTTG 
CCAAGAGCAAGAACGCTGAAAGAAAGTGGGCTGCTAGAGCTGCTTCTGCCAAGATCGAAT 
CTTCCGTTGAATCTCAATTCAGCGCCGGTAGATTATACGCTTGTATCTCTTCCAGACCAG 
GTCAATCCGGTAGATGTGATGGTTACATCTTGGAAGGTGAAGAATTAGCTTTCTACCTAA 
GAAGATTGACTGCTAAGAAATAG 

YER102W, 2 00 aa (SEQ ID NO 80) 

MGISRDSRHKRSATGAKRAQFRKKRKFELGRQPANTKIGAKRIHSVRTRGGNKKYRALRI 
ETGNFSWASEGISKKTRIAGWYHPSNNELVRTNTLTKAAIVQIDATPFRQWFEAHYGQT 
LGKKKNVKEEETVAKSKNAERKWAARAASAKIESSVESQFSAGRLYACISSRPGQSGRCD 
GYILEGEELAFYLRRLTAKK 

YER153C, 1265 bp, CDS: 501-1265 (SEQ ID NO 81) 

ACCCTATATGGGAGGACAACTCGCCCACTGTTTGGGTCGTGTTAGCGATAAGGTCCGAAG 

TAGAAGCGGAAAGAGAAGGAGCTGAAGAGGTTAATTCy^TCGATGGAAGGCAACTGGGTTT 

GGATTTCCGAGACATCGTTGGCATTTGGGCCCXSTCGAATTAAATCTTTTGGCC^ 

AGATCCATGACGGATGGGGCCGGGGO^TACTATGGTTCGAGCGGTGGCa^GTCTGGAAG 

AGGCAGCAAACCTTGACGTGACGAGTCGAGAGGTGAGTTTGAACATCGTCGGGGAGGTTA 

TTCTGTGGCTCCGCTTGTACGTGAACAGATACGTATAGAGGGCGAGCCACTGGTTAAATT 

TTTCATGGCTCGGATTACTTCCGTACTGCTGGCTAAAATCGAAATCTCGGCCTGCTGAGA 

GTGTTTTGAGCAATCAAGGGAACATCTGAACGTGGAAGAGCAGACGAGGCATTAGCTCGA 

ACATAAGAACGGAACACGTCATGTTGACTATCACGAAAAGACTGGTGACCACCGATGTGC 

GGTCGCGAATACTGTTAAGCAGTTTAAACGGGAAAATGTCCGATGCACTGGCGCTGCTGC 

GTCAGCAGCAGCAGACCAGCGTGGATGTGGAGCTGCTGCACACGATGCTAGCGCGAGCCG 

CTGCGCTTGCCCATGCCGACACTATAGCATACATGTGGTATCAGCATGTGATGCCACGCC 

GGTTGCCAGTAGAGGGCCGCCTGCTATGTGAAATGGCTGGCGTAGCATTGTACCAGGACA 

GGCTCTTCTTACCCGCGCAGTTCCTCCAGCACTACCAGGCGATGAATCGCGATCGTCGCA 

CCAGCCCAGAAGATGAACTGATTGAGTATGAGCTTAGACGGATTAAAGTCGAAGCGTTTG 

CGCGTGGCACAAT6CACTCCACGGCGCTCAGGGAAAAGTGGAAGGTATTCTTGCAGGAGA 

TGGATACGCTACCAGGGCAGCCGCCATTAAGGCTGCGCGACTTCCC6CAAATGACCAAGG 

CTATGGGCATAGCATTGATGCAGCAAGATGAGCAAGCAGCTGCCCTGGCGTTGTTTGGAC 

GGCATGTTCCCGGCCCAGCGCAGGCGCGACGTGTGCTGGCGGAGTTCCGTCAAAGTTATC 
GCGGGCTGCCGCTGCTGGATGCCGAACTAGTGATAAAGAGAAGAGGATTTGAAATCAACA 
CATAA 

YER153C, 254 aa (SEQ ID NO 82) 

MLTITKRLVTTDVRSRILLSSLNGKMSDALALLRQQQQTSVDVELLHTMLARAAALAHAD 
TIAYMVfYQHVMPRRLPVEGRLLCEMAGVALYQDRLFLPAQFLQHYQAMNRDRRTSPEDEL 
lEYELRRIKVEAFARGTlffiSTALREKWKVFLQEimTLPGQPPLRLRDFPQMTKAMGIAIM 
QQDEQAAALALFGRQPLVIKNEWSLPLLLAGVLWHVPGPAQARRVLAEFRQSYRGLPLLD 
AELVIKRRGFEINT 

YFL014W, 830 bp, CDS: 501-830 (SEQ ID NO 83) 

GGACTAGAAGCCAAAAGCCAGAGGCGGTAAAAATAGCAAGACTAGAATATTGCTGGCATC 
TGTTAAGGGGATATGTTGCAACTTGCAGGGGGCGGCACAAAATAACATAGAAACGTAGTA 
AAGAGGGGAAAAGGAAAAGGAAAAGGAAAAGGAAGGAAAAAAACCCATTGACGTAGAAAT 
TGAAAGAAGGAAAGGTATACGCAAGCATTAATACAACCCACAAACACAGACCAGAAGCAC 
TCTAGACGGAGAGTAACTAGATCTACAGCCCCTGGAAAATCGTTTGGTCAACTTTGAGGT 
TCCGGTCGTCCCCCTCTTGATCTGAAAGGTCTTTCTCTAAATCTATATTAAAACGTATAA 
ATAGGACGGTGAATTGCGTTCTACTTCCTCAATTGCGTTTGATCTTATTTAATCTCTCTC 
TAATATATAGAAAAAAAAACCATCTGATTATTCGATAATCTCAAACAAACAACTCAAAAC 
AAAAAAAACTAAATACAACAATGTCTGACGCAGGTAGAAAAGGATTCGGTGAAAAAGCTT 
CTGAAGCTTTGAAGCCA6ACTCTCAAAAGTCATACGCTGAACAAGGTAAGGAATACATCA 
CTGACAAGGCCGACAAGGTCGCTGGTAAGGTTCAACCAGAAGACAACAAGGGTGTCTTCC 
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AAGGTGTCCACGACTCTGCCGAAAAAGGCa^GGATAACGCTGAAGGTCAAGGTGAATC?rT 
TGGCAGACCAAGCTAGAGATTACATGGGAGCCGCCAAGTCCAAGTTGAACGATGCCGTCG 
AATATGTTTCCGGTCGTGTCCACGGTGAAGAAGACCCAACCAAGAAGTAA 

YFL014W, 109 aa (SEQ ID NO 84) 

MSDAGRKGFGEKASEALKPDSQKSYAEQGKEYITDKADKVAGKVQPEDNKGVFQGVHDSA 
EKGKDNAEGQGESLADQARDYMGAAKSKLNDAVEYVSGRVHGEEDPTKK 

YFLOIBC, 995 bp, CDS: 501-995 (SEQ ID NO 85) 

GACCTTCAGCGTTATCCTTGCCTTTTTCGGCAGAGTCGTGGACACCTTGGAAGACACCCT 
TGTTGTCTTCTGGTTGAACCTTACCAGCGACCTTGTCGGCCTTGTCAGTGATGTATTCCT 
TACCTTGTTCAGCGTATGACTTTTGAGAGTCTGGCTTCAAAGCTTCAGAAGCr^^ 
CGAATCCTTTTCTACCTGCGTCAGACATTGTTGTATTTAGTTTTTTTTGTTT^ 
TTGTTTGAGATTATCGAATAATCAGATGGTTTTTTTTTCTATATATTAGAG^^ 
ATAAGATCAAACGCAATTGAGGAAGTAGAACGCAATTCACCGTCCTATTTATACGTTTTA 
ATATAGATTTAGAGAAAGACCTTTO^GATCAAGAGGGGGACGACCGGAACCTCAAAGTTG 
ACCAAACGATTTTCa^GGGGCTGTAGATCTAGTTACTCTCCGTCTAGAGTGCOTCTGGTC 



ATGGGTTTTTTTCCTTCCTTTTCCTTTTCCTTTTCCTTTTCCCOT 

ATGTTATTTTGTGCCGCCCCCTGCAAGTTGCAACATATCCCCTTAACAGATGCCAGCAAT 

ATTCTAGTCTTGCTATTTTTACCGCCTCTGGCTTTTGGCTTCTAGTCCTTGTCCCAAGAG 

CCAAGGGCCCGTCAACACGTCGTCATTGCTACCGCCAGCTGGCACCCACACATCACCGAC 

CCTTTTTTTCCATTTTCGGCTGGGCCGTTAGTGGGATCCGCCCGCTCCCGGAGATTT^^ 

CTTGGATTaXX:GCGTCCCCTTTTTTTCTTCATTCTCTGACTCCCCCT 

TTTCTGTGTATCyAGAGGAAAAGAAGGAGAAAAGGAGAACTCCGAAAAATACCGAACAAG 

AGGGTAACAGAATGTGCATTTGGATGAGCGGGTAA 

YFL015C, 164 aa (SEQ ID NO 86) 

MjAyTFPSPNFYVNGFFSFLFLFLFLFPSLLMYVILCRPLQVATyPIiNRCQQYSSLAIF 
TASGFWLLVLVPRAKGPSTRRHCYRQLAPTHHRPFFSIFGWAVSGIRPIiPEIFTWICASP 
FFLHSLTPPTFSHFSVYQEEKKEKRRTPKNTEQEGNRMCIWMSG 

YFR022W, 2702 bp, CDS: 501-2702 (SEQ ID NO 87) 

CTGCCTTCCGTACGTCACAACGCATACACAATATAGTTTATATAAACTCCTGCGTATAAT 
CTATCCTTTTGCATAATATTTTCGTCACCATTATCTTGTTGCGGTGTTTTTATTTAAAAC 
AATAGAACTCGCCTAAAGGGGAAATTTTCGATATAAAAATTCAAAAAAATGGCTTTCATG 

TCCTTCCGGCTTAGCCCTGTTGATTACGAATTTGGATCAGTTGGTATTTGATTCCTCG^ 

AGAGTTAACTTCACGCGGGTAAATCACTTGTGATGCGGTATATTCTCTATACGGCTAATA 

GATGAATCAGGGTGTTTTAAAGTGCGTATAAACCCTTTTGCTATTTTCGTTTATATAATT 

GGCGTTGATAAAGAGCCAATATCTATTGTTGCTACATAGAGGCAGCTCTCTTAGCAAAAT 

AAAAATACAAAAAGTTCGACATGGGCTTCAGTAGCGGTAAATCAACTAAGAAAAAGCCTC 

TGCTTTTCGATATCAGACTTAAAAATGTTGACAACGATGTAATACTCCTCAAAGGTCCTC 

CAAACGAGGCCCCCTCGGTGCTTTTATCTGGTTGCATCGTTTTATCGATTAACGAACCCA 

TGCAGATCAAAAGCATATCATTGAGACTTTATGGGAAGATACAAATAGACGTACCATTAG 

AGAGGCCCCAGGACGCTAGTTCTTCGTCGTTGTCTTCATCGCCGCCAAAGATCAGAAAGT 

ACAACAAAGTTTTTTATAATTACGCATGGGATAATGTTAACCTCAAGGAGTATCTGAGTG 

GTTTAAGAGGGCAATCTGGCCTTGCGGGCAGTAGCTCATCAAGTAATATCTTGGGCACTC 

GCCAAAGAGCTCAGTCCACAAGTTCCTTGAAGTCTTTAAAGGGGTCCTCCTCACCCTCTT 

CATGTACTTTAGATAAGGGCAACrACGATTTTCCCTTTAGTGCTATTTTGCCT^ 

TACCAGAGAGCGTAGAATCTTTGCCAAATTGCTTCGTGACATATAGCATGGAATCCGTTA 

TTGAACGCAGCAAAAATTATAGTGATTTGATCTGTAGGAAAAATATTAGAGTTCTGAGAA 

CCATTTCACCCGCAGCAGTGGAGTTATCAGAAACTGTTTGTGTAGATAACTCATGGCCCG 

ACAAAGTGGATTATTCTATTTCAGTACCCAACAAAGCCGTAGCTATTGGTTCAGCCACCC 

CTATAAATATTTCCATTGTACCTCTTTCGAAAGGTTTGAAATTGGGCTCAATCAAAGTCG 

TATTATTTGAGAATTATCAATATTGTGACCCCTTCCCTCCAGTAATTTCTGAAAATAGGC 

AAGTGACAGAACTAAATCTTGAAGATCCCTTGAACGAGTCATCTGGAGAATTTAATGGTA 

ATGGITGCTTTGTAAATAACCCCTTTTTTCAGCCTGATCATTCATTCCAAGACAAGTGGG 
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AGATTGATACCATCCTGCAAATCCCGAACAGCTTATa^CTGT6TGK:AAGATTGTGATG 
TCCGCTCTAACATTAAGGTrCGCCATAAGCTO^TTTTTCATCATCCTAATTAACCCAG 
ATGGTCATAAATCTGAGTTAAGAGCGTCCTTACCGATTCAACTTTTTATTTCACCATTTG 
TGGCACTTTCAATAAAACCATTGTCATCCTCGAATTTGTATTCGCTTTTTAGCACCACTA 
ACCAGAAAGACGAAAACTCATCACAAGAAGAGGAAGAGGAATATCTGTTTTCTAGATCAG 
CATCAGTCACAGGGTTGGAATTATTAGCGGATATGCGTAGCGGTGGCTCTGTTCCTACCA 
TTTCAGACTTGATGACGCCCCCAAATTATGAAATGCACGTATATGATCGTCTTTATAGCG 
GTTCTTTCACTCGCACGGCTGTGGAAACGTCTGGAACATGTACTCCTTTGGGAAGCGAAT 
GTTCGACTGTCGAGGATCAGCAACAGGATTTAGAAGATTTACGTATACGGTTGACAAAAA 
TTAGAAATCAACGTGACAATCTAGGGCTACCACCGTCTGCCTCGTCTG(nGCCGCTTCCA 
GATCGCTATCTCCATTACTAAACGTTCCAGCACCAGAGGATGGCACGGAGAGAATCTTAC 
CTCAGAGTGCTCTTGGTCCCAATAGTGGCTCTGTGCCAGGAGTACATAGTAACGTATCAC 
CT6TTTTACTTTCAAGATCCCCAGCCCCAAGCGTGTCAGCCCATGAAGTGTTACCAGTGC 
CCTCGGGCTTAAATTATCCA6AGACTCAAAACCTGAACAAGGTTCCATCGTATGGCAAGG 
CAATGAAATATGATATCATTGGTGAGGACCTTCCTCCTTCCTACCCTTGTGCGATACAAA 
ATGTGCAACCAA6AAAACCCAGTAGGGTACATTCCAGGAACTCTTCGACAACATTGTCAT 
CTTCTATACCAACTAGCTTTCATTCCTCTAGTTTTATGAGTAGCACTGCTTCCCCTAT^ 
CCATAATTAATGGCTCTAGAAGTAGTTCTAGTGGGGTATCTCTTAATACACTTAATGAGT 
TAACTTCGAAAACTTCGAATAACCCATCCAGTAATAGTATGAAAAGGTCACCAACAAGAC 
GGAGGGCTACTTCTTTAGCTGGGTTTATGGGAGGTTTTCTATCAAAGGGTAACAAACGAT 
AG 

YFR022W, 733 aa (SEQ ID NO 88) 

MGFSSGKSTKKKPLLFDIRLKNVDNDVILLKGPPNEAPSVLLSGCIVLSINEPMQIKSIS 
LRLYGKIQIDVPLERPQDASSSSLSSSPPKIRKYNKVFYWYAWDNVNLKEYLSGLRGQSG 
LAGSSSSSNILGTRQRAQSTSSLKSLKGSSSPSSCTLDKGNYDFPFSAILPGSLPESVES 
LPNCFVTYSMESVIERSKNYSDLICRKNIRVLRTISPAAVELSETVCVDNSWPDKVDYSI 
SVPNKAVAIGSATPINI SIVPLSKGLKLGSIKWLFENYQYCDPFPPVI SENRQVTELNL 
EDPLNESSGEFNCTIGCFVNNPFFQPDHSFQDKWEIDTILQIPNSLSNCVQDCDVRSNIKV 
RHKLKFFIILINPDGHKSELRASLPIQLFISPFVALSIKPLSSSNLYSLFSTTNQKDENS 
SQEEEEEYLFSRSASVTGLELLADMRSGGSVPTISDLMTPPNYEMHVYDRLYSGSFTRTA 
VETSGTCTPLGSECSTVEDQQQDLEDLRIRLTKIRNQRDNLGLPPSASSAAASRSLSPLL 
NVPAPEDGTERILPQSALGPNSGSVPGVHSNVSPVLLSRSPAPSVSAHEVLPVPSGLNYP 
ETQNIJ^CVPSYGKAMKYDIIGEDLPPSYPCAIQNVQPRKPSRVHSRNSSTTLSSSIPTSF 
HSSSFMSSTASPISIINGSRSSSSGVSLNTLNELTSKTSNNPSSNSMKRSPTRRRATSLA 
GFMGGFLSKGNKR 

YGLOllC, 1259 bp, CDS: 501-1259 (SEQ ID NO 89) 

AGACAATAAAATATGGAAAATAAAACGCTTAGCACAGCAGTCAATGAAATACTCTGATAT 
ATTTTGACTCTGTGGAGCATACAGCTACCACTAAATAGGATTGTGGGGACAAATATGGAA 
TGGATCAAAACGTTCTTAGGATTGTGGTGGTAAAACTTGTAAAATCCAAGCTGAGATCTT 
AAATCCAGCAAACCTTCXKCCATATTTATTCTTTTATAACAGAAGAAGAGACTATATTCT 
CAAAACCTCGTATATTTATATACATATCCTCCAAACAAACTCCauVGTTT(a^CTTTCCTC 
GATTTACCTTGGCATTCCTTTTCCCCATCCTCTTATAATGGTAATCGCGATCCTTAATTA 
TGATATCACAATAGACGAAGGGCACACACCAATTTGCCACCGTAAGGATAGAGTAAGTTA 
AATGGCTAACTCATTATAATCTTCATGCTAAATCATATAAGGGCAGAGACGAAGCAAAGC 
GAAAAAAACATATTACAATCATGTCGGGTGCTGCTGCTGCATCTGCTGCTGGTTATGACA 
GGCACATCACTATCTTTTCCCCCGAGGGTCGTTTATATCAAGTAGAATATGCCTTTAAAG 
CGACTAATCAAACTAACATAAACTCACTAGCGGTCAGAGGTAAAGATTGTACAGTGGTGA 
TAAGTCAGAAAAAGGTCCCTGATAAACTGTTGGATCCAACTACTGTTTCGTATATTTTTT 
GTATTTCAAGAACAATTGGTATGGTAGTGAACGGACCAATACCGGATGCAAGAAATGCGG 
CCCTAAGAGCCAAGGCTGAGGCTGCAGAATTCCGTTATAAATATGGTTATGATATGCCAT 
GCGATGTATTGGCTAAGAGAATGGCTAACCTTTCCCAAATCTATACTCAAAGAGCATATA 
TGAGACCATTAGGTGTTATACTCACATTTGTTTCGGTAGATGAAGAATTGGGTCCCTCCA 
TTTACAAAACTGACCCTGCAGGTTATTACGTTGGCTACAAAGCTACTGCGACAGGACCAA 
AACAACAGGAGATCACAACAAACTTAGAAAACCATTTCAAAAAGAGTAAAATCGACCATA 
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TTAATGAAGAATCATGGGAGi^GGTGGTAGAATTTGCTATTACTCATATGATTGACGCAC 
TGGGTACCGAATTTTCAAAGAATGACTTGGAAGTCGGTGTCGCTACAAAGGACAAATTCT 
TTACCTTGAGTGCTGAGAACATCGAAGAAAGGCTAGTAGCAATTGCTGAACAAGATTAA 

YGLOUC, 252 aa (SEQ ID NO 90) 

MSGAAAASAAGYDRHITIFSPEGRLyQVEYAFKATNQTNINSIAWGKDCrVVISQKKVP 
DKLLDPTTVSYlFCISRTIGMVVNGPIPDARNAALRAKAEAAEFRYKyGyDMPCDVLAKR 
MANLSQIYTQRAYimPLGVILTFVSVDEELGPSIYKTDPAGYYVGYKATATGPKQQEITT 
NLEiraFKKSKIDHINEESWEKVVEFAITIDlIDALGTEFSKNDLEVGVATKDKFFTLSAEN 
lEERLVAIAEQD 

Y6L031C, 968 bp, CDS: 501-968 (SEQ ID NO 91) 

ccaagttaagcaagacaccaagacaataacttgagaggtatgtccctatatgatgatgat 

tcataattaatggcgaccgagggcagcgttgtgctagaaagcaatgtattaatatatgag 

agagcttcagatagccaatacaccggaatttagactttgacaggattgtggcttgttcca 

gtataacttataatatatgtcaacctttgagcaggaaacccaatgaaaatgcttcattac 

atatatacgatatggagaagcatgaaal^taacagcgtgagatgttatccatgttgcaag 

aacctagtaaaatgaattctgaatttgcaaaaagtccatatttccacgttc^ 

tacaattttgcgaacgcctgaaoaccatgcggattacca^ttatttatattc 

gctacctatgaaaagcatagacntactaaa^ttttttttttca^ 

tggattaatatagtgataaaatgaaggttgaaatcgattctttttcaggtgccaaaatct 

acccy^ggcagaggtaccttgtttgtccgtggtgactccaaaatcttcagattccaaaact 

ccaaatctgcctctttgttcaagcaaagaaagaacccaagaagaatcgcttggactgtct 

tattcagaaagcatcacaagaagggtatcaccgaagaagt-tgctaagaagagatctAgaa 

aaaccgttaaggcccaaagaccaattaccggtgcttctttggacttgatcaaggaaagaa 

gatctttgaagccagaagttagaaaggctaacagagaagaaaaattgaaggccaacaaag 

aaaagaagaaggctgaaaaggctgctagaaaggctgaaaaggctaagtctgctggtactc 

aaagttctaagttctccaagcaacaagctaagggtgctttccaaaaggttgctgctactt 

ctcgttaa 

YGL031C, 155 aa (SEQ ID NO 92) 

mkveidsfsgakiypgrgtlfvrgdskifrfqnsksaslfkqrknprriawtvlfrkhhk 
kgiteevakkrsrktvkaqrpitgasldlikerrslkpevrkanreeklkankekkkaek 

AARKAEKAKSAGTQSSKFSKQQAKGAFQKVAATSR 
YGL032C, 764 bp, CDS: 501-764 (SEQ ID NO 93) 

CTCCCATATTTTTTTATTCACAGGCTAGACAATGGTAATGGTGCTTTAGATGATTTCAGT 
GGATTACATTCGCACAATAGAATAAATGACTAATTTTCAAGAATTTGTTTCAACCTGCCG 
GCATTCAGTTATTATAAGTTATTGTTTGATGGTAAAACTTCGCCATCACCGGTTGCTGCG 
TTTATTGCAAAATTACTGAAACCATGTAATTTCCGAATACGGTAATTACACGCAGTTTGA 
AATTTGACATGCAAGTTTAACAAAA?^CTTCTGTCCGCATCTAAAGCTTAATTAAGG6A 
CTGTTTCATACCTTCAGATCCAATATACTGAATATCAGGCAATTGATTTCCCTTGTAAAT 
ATACAATATAAATAGTTGTAAGAAGAGGTGATATGTTAAGTTTCCATTTTGACGTATTCC 
TCATTCTAGAATGATTGTAAGCTCTCAACAGTCACTTGTGTGCCAAAATATTATACCTAC 
TTCATACATTTTCAATTAAGATGCAGTTACTTCGCTGTTTTTCAATATTTTCTGTTATTG 
CTTCAGTTTTAGCACAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTTTAG 
AATCQACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAG 
GAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAA 
CAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTGA 

YGL032C, 87 aa (SEQ ID NO 94) 

MQLLRCFSIFSVTASVLAQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYK 
SVTFVSNCGSHPSTTSKGSPINTQYVF 

YGL043W, 1430 bp, CDS: 501-1430 (SEQ ID NO 95) 

TCGGGATGGTGGGTTGTTCTGTACCCCCGCATTCACACCGCTCTGCCTATTCATTTTATC 

gttttcgtcttttctttcaatgtattgataattaacgtgtctatgtgatgctatt^ 
atagcctttcttgtatatccctctaacaattattacaagtgtttctgtttaaagcaagtc 
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CTAGAAGTGACTCGGTTCTCTTAGGAAATTCTAAACGCAAGATTTCTCTTATGGTGATTG 
TAACAATTATGAGATACTTCACTAGCCCACCTTAACTTTACGGACCTTCTTTTGAAACGA 
TGCTTCGAATGACJ^CGCCTTTTTGATATATAATATCCAATTTCATTATAGGGAAATTOT 
CAACTCTTACCCGCCCCACTGTGCTGATATGACCAAGTGATCACTCGATGATGGGACTAC 
GTATTGAAAAATATTGAATGAAAAATTACTCAAGCAGCAGAACATTCACAGTGTAGTCAG 
TCCGCATAAGAGCATTCATCATGGATAGTAAGGAAGTACTGGTACATGTTAAGAATCTAG 
AAAAGAACAAAAGTAATGATGCTGCAGTTCTAGAAATCTTACATGTCTTGGATAAAGAAT 
TOSTCCCCACTGAAAAGTTACTGAGAGAAACAAAAGTTGGTGTGGAAGTCAACAAGTTTA 
AAAAATCCACTAATGTAGAGATCAGCAAACTCGTGAAGAAAATGATTAGCTCTTGGAAAG 
ACGCAATTAATAAAAATAAGCGTTCCAGGCAAGCACAGCAGCATCATCAAGATCATGCGC 
CAGGCAATGCAGAGGACAAGACAACTGTAGGTGAGTCCGTGAATGGTGTTCAACAGCCGG 
CCTCCTCCCAGTCAGATGCCATGAAACAAGACAAGTACGTCAGCACTAAACCAAGAAATA 
GTAAGAACGATGGTGTGGATACAGCTATATACCACCACAAATTACGTGATCAGGTACTAA 
AAGCACTCTACGACGTTTTGGCCAAGGAAAGTGAGCATCCACCTCAATCTATTTTGCATA 
CTGCAAAGGCCATAGAAAGTGAAATGAATAAAGTTAACAACTGTGACACCAACGAAGCCG 
CTTACAAAGCCAGGTATCGTATAATTTATTCAAACGTCATATCAAAGAATAACCCAGATC 
TCAAACATAAAATTGCCAACGGTGATATAACACCTGAATTCTTAGCTACATGCGATGCCA 
AGGATCTGGCACOkGCGCCCTTAAAGCAAAAGATAGAAGAAATTGCCAAGCAAAACTTAT 
ACAACGCACAGGGTGCCACCATAGAAAGGTCAGTCACCGATAGATTTACATGTGGTAAAT 
GTAAAGAGAAGAAGGTATCTTACTATCAATTGCAAACAAGATCTGCGGATGAACCATTGA 
CCACTTTCTGTACATGTGAAGCATGTGGTAACAGATGGAAATTCTCTTAG 

YGL043W, 309 aa (SEQ ID NO 96) 

MDSKEVLVHVKNLEKNKSiroAAVLEIIJIVl^KEFVPTEKLLRETKVGVE\ra^ 

ISKLVKKMISSWKDAINKNKRSRQAQQHHQDHAPGNAEDKTTVGESVNGVQQPASSQSDA 

MKQDKWSTKPRNSKNDGVDTAIYHHKLRDQVLKALYDVLAKESEHPPQSILHTAKAIES 

EMNKVNNCDTNEAAYKARYRI I YSNVI SKNNPDLKHKI ANGDITPEFLATCDAKDLAPAP 

LKQKIEEIAKQNIiYNAQGATIERSVTDRFTCGKCKEKKVSYYQLQTRSADEPLTTFCTCE 

ACGNRWKFS 

YGL102C, 929 bp, CDS: 501-929 (SEQ ID NO 97) 

TGTTACGATO^CATTCnTGTCCGTAATCAGCATGGTAGTTAAACCCATTCTGTACATAT 
GGTCAGATATACTTTCGCATGGGTCAATACCATGGTCAACCCAACa^GTTCTTCTTTGCG 
TTTTCAAAAGTTGTATAATATTCAAAAACGCTAACTGATAATTTGGGTGAGGTTTC6AAA 

TTTTGTTTTTCCTGGTCTTTACCTCGAATAGGTTTTCTTGTTTTGTTATTTGTTTTCT^ 
TTGGACCCTATGTTTATATATGGATTTTGAAAATCTTTTAAAAAAGCGATAAAAGCGTT6 
GGATCTGCCACTGGTAACTTCAAAATAGACAAGACGAAAAAACGGTGAAAATGGGTGATA 
GAAATAATACAGAAGTAGATGTTGAATTAGATTAAACTGAAGATATATAATTTATTGGAA 
AATACATAGAGTTTTTGTTGATGCGCTTAAGCGATCAATTCAACAACACCACCAGCAGCT 
CTGATTTTTTCTTCAGCCAACTTGGAGACGAATCTAGCTTTGACGATAACTGGAACATTT 
GGAATTCTACCCTTACCCAAGATCTTACCGTAACCGGCTGCCAAAGTGTCAATAACTGGA 
GCAGTTTCCTTAGAAGCAGATTTCAAGTATTGGTCTCTCTTGTCTTCTGGGATCAATGTC 

CTCATACCAACCTTACCGAAATAACCTGGATGGTATTTATCCATGTTAATTCTGTGGTGA 
TGTTGACCACCGGCCATACCTCTACCACCGGGGTGCTTTCTGTGCTTACCGATACGACCT 
TTACCGGCTGTACAAAAAAAATATTGTAA 

YGL102C, 142 aa (SEQ ID NO 98) 

MRLSDQFNNTTSSSDFFFSQI/3DESSFDDNVittIIWNSTLTQDLT\mX:QSVNNWSSFLRSR 
FQVLVSLVFWDQCPQFVQVQDWLPEMSLLLVEVSHTNLTEITWMVFIHWSVVMLTTGHT 
STTGVLSVLTDTTFTGCTKKIL 

YGL103W, 1461 bp, exonl : 501-549, intronl : 550-1060, exon2 : 
1061-1461 (SEQ ID NO 99) 

AACAAGCTATAATATTGTTAAATATAGTTGATCAACAGCATTGTAATGATTACAAGAGAC 
GAGGTGGAATGAACCTTATGAAATGCGTATTATATATAAACTGTAATAAGAGCTAAGTTG 
AATTGAAATCTACGATACTTGATGTTGACATTATAGCACTAGTTCCCAGGAAACCCTTTC 
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GAAAAACACAGCAAAAACAAGAGTACTGTAACCAATGTAACATCTGTACACCAGGGACCC 
ACACATTACCAAAATCAAAATTATTTTTCTAATGCCTGTTATTTTTCCTATTT^^ 
GGCGCGTGAATAGCCCGCAGAGACGCAAACAATTTTCCTCGCAGTTTTTCGCTTGTTTAA 
TGCGTATTTTCCCAGATAGGTTCAAACCTTTCJ^TCTGTATCCCGTATATTTAAGAT^ 

AATCATCCAACTAATCAAGAATGCCTTCCAGATTCACTAAGACTAGAAAGCACAGAG6TC 

ACGTCTCAGGTATGTAGTTCCATTTGGAAGAGGGAATGAAAGAACCy^GACGGTGACTTT 

TTTTTTAGTGTTGTGCAACCAATATGTCGTGTGTATATCATGGTACAGGAGAATGTC^ 

CAGCTAAGTGTACTCAACATATTTCTTTGTGTTTTGATTGCGAACTTTGTATTACCATCT 

CACTGTTGAGACGGCTTATTTGAGGTAATAGCTCGAGTAAATGTACTCTTCCATCGCAAA 

TTCAGAACAGTCATACTGTCTACTCATTTTACGGCTATAAAAGGTAACTTTCA 

TATGGAAAGCACTAATTATCGCTGTATCAAATGGTTGTAGAGAGGGCAATTATGAAAAAG 

AGTTACCACGTTTCTTTTGTTTCGATAAAATGTCCAGTTGAAAACCTC 

TTTAAAAATTGTATTTCATTACAATATTTTTTTTGTACJ^GCCGGTAAAGGTCGTA^ 

AAGCACAGAAAGCACCCCGGTGGTAGAGGTATGGCCGGTGGTCAACATCACCACAGAATT 

AACATGGATAAATACCATCCAGGTTATTTCGGTAAGGTTGGTATGAGATACTTCCACAAG 

CAACAAGCTCATTTCTGGAAGCCyiGTCTTGAACTTGGACAAATTGTGGACATTGATCCCA 

GAAGACAAGAGAGACCAATACTTGAAATCTGCTTCTAAGGAAACTGCTCCAGTTATTGAC 

ACTTTGGCAGCCGGTTACGGTAAGATCTTGGGTAAGGGTAGAATTCCAAATGTTCCAGTT 

ATCGTCAAAGCTAGATTCGTCTCCAAGTTGGCTGAAGAAAAAATCAGAGCTGCTGGTGGT 

GTTGTTGAATTGATCGCTTAA 

YGLlOavJ, 149 aa (SEQ ID NO 100) 

MPSRFTKTRKHRGHVSAGKGRIGKHRKHPGGRGMAGGQHHHRIlflMDKYHPGYFGK^^ 

FHKQQAHFWKPVIJn^DKLWTLIPEDKRDQYLKSASKETAPVIDTLAAGYGKILGKGRIPN 

VPVIVKARFVSKLAEEKIRAAGGWELIA 

YGL130W, 1880 bp, CDS: 501-1880 (SEQ ID NO 101) 

TTTTGGTACTTGAATTTCTCGTTTCTACTAGCTGGATTGCTTGTCCTTTTACAAT^ 

GGAGTTTGGCTATTGCTACCCTTGGTCTTAGCACCACTTTTTTCCGCTATTTGT^ 

TGAACTAATTTAGTATCTATTTCCATTTCATTATAATTCACGTTTTTAGCAGCCTCTCOT 

CTTCTAGGTAATTGGAAATCTTCTTCTTTAGGCATAGCGTGACCAGCTGAAAGGCAGATG 

ATCTCAATATGTCCCGATAGGCCAATTTTGCCACCAGATAGTTCGATGGCATTTTATTOT 

CGCTCCGAAGCGTAACCTAGTATAATAAATAGTTCATTGCAGAAAATAACGAAAGAAATG 
GTGGAATACGATCTGTTATATCTAAACTAAAGCTAACTAACGGAATAAGCAAATACGAAT 
CGACCGCTAATTTAACAAATATGGTTTTAGCAATGGAAAGTAGAGTGGCACCGGAAATTC 
CTGGGCTCATTCAACCTGGGAATGTCACGCAAGACTTGAAGATGATGGTCTGTAAATTAT 
TGAATTCCCCAAAACCTACGAAAACATTCCCTGGTTCCCAGCCTGTGTCCTTTCAGCATT 
CTGATGTGGAAGAGAAGCTGCTTGCGCATGATTACTACGTTTGTGAGAAAACAGATGGTC 
TGCGGGTGTTGATGTTTATAGTGATAAATCCTGTGACGGGTGAGCAAGGATGCTTTATGA 
TTGATAGGGAAAATAACTATTATCTGGTTAATGGATTTAGGTTTCCCAGATTACCCCAAA 
AGAAGAAAGAAGAGCTGCTAGAGACTCTTCAAGATGGCACCTTATTAGATGGTGAACTTG 
TCATACAAACTAACCCAATGACAAAATTACAAGAGTTGCGTTATTTAATGTTCGATTGTC 
TTGCTATCAATGGTAGATGTCTCACACAATCACCAACAAGTTCTAGACTAGCCCACCTTG 
GAAAAGAATTTTTTAAACCATACTTCGATTTAAGAGCAGCGTACCCTAATC6TTGTACTA 
CTTTTCCGTTCAAAATTTCCATGAAACATATGGATTTO^GTTACCAATTAGTAAAAGTTG 
CTAAAAGTTTAGATAAACTACCACATCTTTCTGATGGTCTGATATTTACTCCTGTGAAGG 
CACCTTACACTGCCGGCGGAAAAGATTCATTGTTATTAAAATGGAAGCCAGAACAAGAAA 
ACACCGTGGACTTCAAATTX5ATTTTAGATATCCCAATGGTGGAGGATCCTTCTTTGCCTA 
AAGATGATCGGAACAGGTGGTATTACAATTATGACGTTAAGCCAGTTTTCAGCTTATATG 
TCTGGCAAGGCGGAGCTGATGTCAATTCACGTTTAAAACATTTCGACCAGCCTTTCGATA 
GGAAGGAATTTGAAATATTAGAAAGAACATACAGAAAATTTGCAGAGTTGAGCGTTTCAG 
ATGAGGAATGGCAAAATTTGAAGAACCTAGAACAGCCATTAAATGGTAGAATAGTAGAGT 
GCGCAAAAAACCAAGAGACTGGGGCGTGGGAAATGTTAAGATTCAGGGATGATAAGTTAA 
ATGGTAATCATACATCGGTGGTCCAGAAAGTTTTGGAGAGTATCAACGATTCAGTTTCAT 
TGGAGGACCTCGAGGAAATTGTTGGTGATATTAAAAGGTGCTGGGACGAGAGAAGAGCAA 
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ATATGGCTGGTGGTAGTGGGAGACCACTACCGTCTCAAAGTCAAAATGCGACATTATCTA 
CCTCTAAGCCAGTCCATTCACAGCCCCCAAGTAATGATAAGGAGCCAAAATATGTAGACG 
AGGATGATTGGTCGGATTAG 

YGL130W, 459 aa (SEQ ID NO 102) 

MVLAMESRVAPEIPGLIQPGNVTQDLKMMVCKLLNSPKPTKTFPGSQPVSFQHSDVEEKL 
LAHDYWCEKTDGLRVLMFIVINPVTGEQGCFMIDRENNYYLVNGFRFPRLPQKKKEELL 
ETLQDGTLLDGELVIQTNPMTKLQELRYLMFDCLAINGRCLTQSPTSSRLAHLGKEFFKP 
YFDLRAAYPimCTTFPFKISMKHMDFSYQLVKVAKSLDKLPHLSDGLIFTPVKAPYTAGG 
KDSLLLKWKPEQEimroFKLILDIPMVEDPSLPKDDRNRWYYNYDVKPVFSLYVWQGGAD 
VNSRLKHFDQPFDRKEFEILERTYRKFAELSVSDEEWQNLKNLEQPLNGRIVECAKNQET 
GAWEMLRFRDDKLNGiraTSWQKVLESINDSVSLEDLEEIVGDIKRCWDERRANMAGGSG 
RPLPSQSQNATLSTSKPVHSQPPSNDKEPKYVDEDDWSD 

YGL147C, 1076 bp, CDS: 501-1076 (SEQ ID NO 103) 

CAATATTATAGTTACTACCTATTTGATTATTAAGATCAAAAGTAATCCTTCATCTCATAT 

CAAAAAGAAAGGTTTGTAAAAGAGCATTGGGCAGAGAGTATTTGTCCTGCGTATAGAGGA 

GAAAAAATTGTACTGATGCTAATTTTGGTGTCGTTCTTCTTTTTTATTTTGTAAGACTGT 

TTTCCAGAAATGTTTGGGTTTATTTTTTAATTTTTTGAAACATTTTTT^ 

ATTTTGTCATTTCATTTTTCTGTGGAAAATTTCACTGACGCGAAGAAGCGATGAAATTTC 

CAACATCCTCCCATCATCCCAATATTGGCATACACACACATGCAGCACAGCGGAACTGCG 

GAGGTCAGAGGCAATGTGGCAGAGACGCTGGCGCGCCTGTATTGTATAATAGTATATTTT 

ACACTCJ^TTCAATTTTTTGATATTAAATTAGTGTGTAAAAAGCTTCTGAAATCA^ 

CCCGTACCAGAAGTTCAATCATGAAATACATCCAAACTGAACAACAAATCGAAGTCCCA6 

AAGGTGTCACTGTCAGCATCAAGTCCAGAATCGTCAAGGTTGTTGGTCCAAGAGGTACTT 

TGACCAAGAACnTGAAGCACATTGATGTTACCTTCACCAAGGTCAACAACCAATTGATCA 

AGGTTGCTGTTCACAACGGTGGCAGAAAGCACGTTGCTGCTTTGAGAACCGTCAAGTCTT 

TGGTTGACAACATGATCACTGGTGTCACCAAGGGTTACAAGTACAAGATGAGATACGTCT 

ACGCGCATTTCCCAATCAACGTCAACATTGTTGAAAAGGATGGTGCCAAATTCATTGAAG 

TCAGAAACTTTTTGGGTGACAAGAAGATCAGAAACGTTCCAGTTAGAGATGGTGTTACTA 

TCGAATTTTCCACCAACGTTAAGGACGAAATTGTCTTGTCAGGTAACTCTGTCGAAGACG 

TTTCCCy^AAACGCTGCTGACTTGCAACAAATCTGTCGTGTCAGAAACAAGGATATCCGTA 

AATTTTTGGACGGTATCTACGTTTCTCACAAGGGTTTTATTACTGAAGATTTATAA 

YGL147C, 191 aa (SEQ ID NO 104) 

MKYIQTEQQIEVPEGVWSIKSRIVKWGPRGTLTKNLKHIDVTFTKVNNQLIKVAVHNG 
GRKHVAALRTVKSLVDNMITGVTKGYKYKMRYVYAHFPINVNTVEKDGAKFI EVKNFLGD 
KKIRNVPVRDGVTIEFSTNVKDErVLSGNSVEDVSQNAADLQQICRVRNKDIRKFLDGIY 
VSHKGFITEDL 

YGL213C, 1694 bp, CDS: 501-1694 (SEQ ID NO 105) 

AATCAAAACGATCGTTATACAATTCATTGAGGAACCTCTCTAGTCCGATCCGTCTTTCAT 

CGATCATTTCCGGATCATCATATCTTCTTTGCCACCTCCTGTCCAATACACCGGGCTTTT 

CAGGGAAGTCATATGGGATGGTGCTTCCTACATCTCTCTCCAATCGTGTCTTCAGTTTCC 

AAAACTCGGAATACCTTTTGTAAAGGCGCTTGTTTGGTGTACTAACACCGTATAAAACAT 

ACTTGGGGTT(3ATTTTAACATCGTCCACCTTGATTCTTAACTTTTCACTCATTTTCCCTA 

TTGTTGGCTAATTAATTGATACAAATCTTTAGGCGAAAAATAAAAAAAATATAAAGTAAA 
GAAGGAAAAATTAGGCGATATTAAAACAAATCTAAAATAAAGACAAGAAACGAAAAAGAG 
GTTAATCAAGTATTGGAAAAATGTCCAAAGTGTTTATTGCCACAGCAAATGCAGGTAAAG 
CTCATGACGCTGATATTTTCTCGGTTTCTGCTTGCAATTCATTTACGGTAAGTTGTTCAG 
GTGACGGTTACTTAAAGGTGTGGGATAATAAGCTGTTAGATAATGAAAATCCAAAAGATA 
AGTCATATTCTCACTTTGTCCATAAGTCCGGATTGCACCATGTCGATGTCTTGCAAGCTA 
TTGAGAGAGATGCATTTGAATTATGCCTTGTTGCTACCACTTCATTTTCTGGCGATTTAC 
TCTTCTATCGTATCACTAGAGAAGATGAGACTAAAAAAGTTATATTCGAGAAATTGGATC 
TTCTAGACTCAGACATGAAAAAGCATTCCTTTTGGGCATTAAAATGGGGTGCCTCAAATG 
ACAGACTACTTTCCCATAGGCTGGTTGCTACAGACGTCAAAGGGACCACTTACATTTGGA 
AGTTTCACCCGTTT6CAGATGAGTCAAATTCTTTAACACTAAATTGGAGCCCCACGTTA6 
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AATTACAAGGCACTGTCGAATCGCCTATGACTCCAAGTCAATTTGCCACTTCTGTGGATA 

TCT(nX3AACGAGGACTAATTGCCACAGGTTTTAATAATGGAACAGTACAAATTTCAG^ 

TATCTACATTACGCCCGTTGTACAATTTTGAATCTCAGCATTCTATGATTAATAATTCGA 

ATTCCATCAGATCGGTGAAATTTTCTCCTCAAGGATCCTTATTAGCCATTGCTCA 

CAAATTCATTTGGTTGCATCACTCTATATGAAACTGAATTTGGTGAAAGAATAGGCTCCT 

TATCCGTACCAACCCATAGCTCGCAGGCAAGTCTGGGTGAATTTGCACATTCTAGCTGGG 

TCATGAGTCTATCGTTTAATGATTCTGGTGAAACATTATGCAGTGCCGGATGGGATGGTA 

AATTGAGATTTTGGGATGTAAAAACAAAGGAAAGAATCACTACATTGAATATGCATTGTG 

ATGATATTGAAATTGAAGAGGATATCTTAGCTGTTGATGAACATGGAGATTCTTTAGCTG 

AACCTGGTGTCTTTGACGTGAAGTTTTTGAAAAAAGGTTGGAGATCTGGTATGGGAGCTG 

ATTTAAATGAAAGTTTATGCTGTGTTTGTTTAGATAGAAGCATCAGGTGGTTTAGAGAAG 

CTGGCGGTAAATAA 

YGL213C, 397 aa (SEQ ID NO 106) 

MSKVFIATANAGKAHDADIFSVSACNSFTVSCSGDGYLKVWDNKLLDNENPKDKSYSHFV 
HKSGLHHVDVLQAIERDAFELCLVATTSFSGDLLFYRITREDETKKVIFEKLDLLDSDMK 
KHSFWALKWGASNDRLLSmiLVATDVKGTTYIWKFHPFADESNSLTLlWSPTLELQGT^ 
SPMTPSQFATSVDISERGLIATGFNNGTVQISELSTLRPLYNFESQHSMINNSNSIRSVK 
FSPQGSLLAIAHDSNSF6CITLYETEFGERI6SLSVPTHSSQASLGEFAHSSWVMSLSFN 
DSGETLCSAGWDGKLRFWDVKTKERITTIJJMHCDDIEIEEDILAVDEHGDSI^PGVFDV 
KFLKKGWRSGMGADLNESLCCVCLDRSIRWFREAGGK 

yGL235W, 1037 bp, CDS: 501-1037 (SEQ ID NO 107) 
CTXiGTTCCAACCATATCTTATGGGAAGATCTATa^.GGAAACCTO^ 

TGGAGGGACAATAGCGGGGGCCTTTGATGGTCGTGTCCTGAATATGAATGGATTGATGCA 
AGTTATTGCGCAAAAAGTCGTGCATTTGAGGTGTGGTATGTGTGCCAAAGCAATCCAGTT 
GCTTCGTGGGTTCGACTGAavCGGTTTCATTCAGAAAACTCATAGGGACAGGCAACGCAT 

TGCCTGTTTTCAAACGCCCTJ^CTGAAAGCCCACCTCT^TTTTGTAGAGTATT^ 

CATATGTTGGCTGCTCGCCAATTCTTCCTGCTGCAATACGCTTGTCGCCGATGTGAATTT 

CTGCACTGAGAAACGTACCTGTAGTGATTATGACCTGATCTGCCCCAACCTGGGTACCGT 

CATCCAGAACCACACCTTTGATGACCTTGTGGCCACATCCGGGGTCATACAAGATCAAGT 

CAGCAACTTTGTTCTGCAGCAGAGACAAGTTGGGGTGTGCTTTCTTGTCGGAAAGTTCCC 

TTTGCATGTATTTCTTATATAACTCTCTGTCTATCTGGGCTCTGGGCCCCCACACAGCAG 

TCAGCCCATCGAGAGCGTCGATTTCCTTTACAAGGATGCCCTTACCCACTCCACCAATAG 
AGGGGTTGCACGAACACTTACCAATATCTGTTAACGATGGTGTAATGAGAGTAGTATGCG 
CACCAGTCCTAGATGACGCAGCTGCAGCTTCGCAGCCTGCATGTCCAGCACCGATGACCA 

TGAGGACCTGTAAGGGAAATGAAGTACACGAAGACGCCAAGGTTGTTACACGCAGCATCG 
TTCTTTGGGGCGTTTAG 

YGL235W, 178 aa (SEQ ID NO 108) 

MTLWPHPGSYKIKSATLFCSRDKLGCAFLSESSLCMYPLYNSLSIWALGPHTAGPLLLFS 
ILNCTPARSVTLPISPSRASISFTRMPLPTPPIEGLHEHLPISVNDGVMRWCAPVLDDA 
AAASQPACPAPMTTTCVLVVGWKLVKEDMVNRLLRTCKGNEVHEDAKNA/TRSI^ 

YGL260W, 731 bp, CDS: 501-731 (SEQ ID NO 109) 

TACCATGGAACACCGGTGATCATTCTGGTCACTTGGTCTGGGGCAATACCAGTCAACATG 
GTGGTGAAGTCACCGTAGTTGAAAACGGCTTCAGCAACTTCAACTGGGTAGGTTTCCGTT 
GGGTGGGCGGCTTGGAACATGTAGTATTGAGCCAAGTGAGCTCTGATATCAGAGACGTAG 
ACACCTAATTCAACCAAATTGACTCTTTCGTCAGACTGAGCTAGAGTGGTGGTTGCGGAA 
GCAGTAGCAGCGATGGCAGCGACACCAGCGGCGATTGAAGTTAATTTGACCATTGTATTT 
GTTTTGTTTTTTAGTGCTGGTATAAGCTTAACAGGAAAGAAAGAAATAAAGATATATTCT 
CAAAAGCATACAGTTGAAGCAGCTCTATTTATACCCGTTCCTCTATCAGTCATCACTACT 
TAAACGATTCGTTAACAGATGCTCATTTAGCACCTCACATATCCTCCATATCTCATCTTT 
CACACAATCTCATTATCACTATGGAGATGCTCTTGTTTCTGAACGAATCATACATCTTTC 
ATAGACTTCGTATGTGGAGTATTGTATTATGGCACTCATGTGTATTCGTATGCGCAGAAT 
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GTGGGAATGCCAATTATAGGGTGCCGAGGTGCCTTATAAAACCCTTTTCTGTGCCTGTGA 
CATTTCCTTTTTCGGTCAAAAAGAATATCCGAATTTTAGATTTGGACCCTCGTACAGAAG 
CTTATTGTTAA 

YGL260W, 76 aa (SEQ ID NO 110) 

MEMLLFLNESYIFHRLRMWSIVLWHSCVFVCAECGNANYRVPRCLIKPFSVPVTFPFSVK 
KNIRILDLDPRTEAYC 

YGR085C, 1025 bp, CDS: 501-1025 (SEQ ID NO 111) 

TCCTTACTTTAGTCTATTATCAATATCTCTTCCCCCTCCTAAATATGTACTCTTTTATTT 

TTTTTAATTGTGAAGGAACAATTCAAGTTAGAACTCTTTTGATAGGAAACATTATTTCCT 

GTGTAGCCTAATGTTTAATGCCTAATTTTTTTCTAAAATGCAGCAACATACATATGTTGA 

GTCGTATAGACATCTATATATAACAAGCACAGAACCGTCTAATTGGTATTTTTCAGGACA 

TTTTAAACATCCGTACAACGAGAACCCATACATTACTTTTTTTAATATTCTTTTTGTTTT 

CACCGCCTTCTTTTTATTTTTATCCGAAGATCTTTTGGAACCCGCTCTGCGAATAGCGAA 

GCTAGGATACCAAATTGAAACTTGGACATAACTCATCATTAAAGAAGTATACTGTTAAGA 

GAGGCATTCaVTTTCGTGTATTATAACGTTTAGCATCAGTTACCCTTGAAAGCCCAACATA 

TACAAAAATACGCGTCCAAGATGTCTACTAAAGCCO^AAACCCTATGCGTGATTTGAAGA 

TCGAGAAATT6GTCTTGAACATCTCCGTTGGTGAATCTGGTGACAGATTAACCAGAGCCT 

CO^GGTTTTAGAACAATTATCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTG 

CAAAGGCTGAAGAAATTTTGGAAAGAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACA 

GAAACTTCTCTGCTACCGGTAACTTCGGTTTCGGTATTGACGAACACATTGACTTGGGTA 

TCAAGTATGACCCATCCATCGGTATTTTCGGTATGGATTTCTATGTCGTCATGAACAGAC 

CAGGTGCTAGAGTCACTAGAAGAAAGAGATGTAAGGGTACrrcTTGGTAACTCCCACAAGA 

CAACTAAGGAAGAOICCGTCICTTGGTTCAAGCAAAAGTACGACGCTGATGTGC^ 

AATAA 

YGR085C, 174 aa (SEQ ID NO 112) 

MSTKAQNPMRDLKIEKLVLNISVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIR 
RNEKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSI 
GIFGMDFYVVMNRPGARVTRRKRCKGWGNSHKTTKEDTVSWFKQKYDADVLDK 

YGR118W, 1258 bp, exonl: 501-565, intronl: 566-885, exon2: 
886-1258 (SEQ ID NO 113) 

AGCCATGTCGGTCGCACTAGACTTTTCTTCTCACTGTCACTTACCTGTTTGAAATCATGT 
CCTTTTTTTTTTTGCCATTCTTATACATTTTCTTTCCTTCTGAAATTAACTGTACACCCA 
TACCCTATATACACCCATACCCTATTTTTAAATATAAAAAGTAAACTTCATTTTGAAAGA 
CCACTCTGCATCAGCACGCGGGCTCTGGAAGGAAGAAATGACGTTTCGGCGGAATACCCT 
TTCAGAAGGTCTGCTCTTGTGGCTGGTTCATGGGAGACACCCAGCGGAGCTCCTCCCGAG 
AAAGGCCCCTTCATCTCTGCCGATTGCTGACGGAAAGCAGTAGCGGAGGTTTGAGTTCTC 
TACGCCGAGAGTACACTGCCGTAATATCACAATGTTTCGACTAACGGTTACAGTACGTTA 
AATTAGATACTGCCTATGAATTGACATATTAGATAATGTCAAATTTTACAAAAACCTAAG 
ACAACAGGAAATAAACAAAGATGGGTAAAGGTAAGCCAAGAGGTTTGAACTCTGCTAGAA 
AGCTACGTGTCCAOIGAAGAAACAAGTATGTTGACTATTTCAAAATTAAAAAAAACTATC 
AACCCCCTATTGTGATATGGTTTTAGGTGAAGGAAATGTTGTGAGCTCTGGAGTGATAAA 
TTTATCAAGTAACATATCCTGGCGCAAATCa.GTTTGGAGAGGCTTAAAATGACACGTCAC 
AGTGATAAAAAGTAATGAATAGTGAACGGTCAGCTTCGGCCATTCTTCCCAATCTATAGT 
GTGGAAAATAAACCTTTTCTTCCCAAAATAACTCAGAAAGTCACAGGAGGCCGTTTTTTA 

CAACTACAAGAAGAGATTGTTGGGTACTGCCTTCAAGTCTTCTCCATTCGGTGGTTCTTC 
TCATGCCAAGGGTATCGTCTTGGAAAAATTGGGTATCGAATCCAAGCAACCTAACTCTGC 
TATCAGAAAGTGTGTTAGAGTTCAATTAATCAAGAACGGTAAGAAGG'jrCACTGCTTTCGT 
TCCAAACGATGGTTGTTTGAACTTTGTCGACGAAAATGATGAAGTCTTGCTAGCAGGTTT 
CGGTAGAAAGGGTAAAGCTAAGGGTGATATTCCAGGTGTTAGATTCAAGGTCGTTAAGGT 
CTCTGGTGTCTCCTTGTTGGCTTTGTGGAAAGAAAAGAAGGAAAAGCCAAGATCATAA 
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YGR118W, 145 aa (SEQ ID NO 114) 

MGKGKPRGLNSARKLR\mRPNNRWAENNYKKRLIX3TAFKSSPFGGSSHAKGIVLEK^ 

SKQPNSAIIUCCVRVQLIKNGKKVTAFVPNIX3CLNFVDENDEVLIA6FGRKGKAKGDIPGV 

RFKWKVSGVSLLALWKEKKEKPRS 

YGR142W, 1733 bp, CDS: 501-1733 (SEQ ID NO 115) 

GGACTACTTTACAGGGTAATGAATATTTGGGCGTTTTTCGCTATTTTAGCATGCTGTAGT 

GTATGTACTGTGCATCGTCATGTAGCACTATTTCAGCCGTATTTTTCTTTTTTT^^ 

CACCGTCTGTGGTTGTAAAGTTACTGACACTTTTTTTTCTAGAAAGTTCCGGAAAATTGC 

GACACTCGGTGGAGCTCGAGAGTTGTATCCAGTTTTCTTGTTCGGCGATATTCCGAACCA 

GGTCGGGTTGGGCTAACAGCCGCCCy^GGATGGAAGAATTAAGAATTTCATAGAAGCCTTC 

AGTTCTTGGCGAAGTAAAGTGGCAAAACAAATGGAAGATCTATTGCATTACATATATAAA 

AGCATTAGAACAATCTTTTCTCATTGACAGGTATTCTCATTGCTCTATATATATT^ 

CTTCTTGAAAGAAATATCAGTATTACAATCATAACAACAACCAAAA6AAAATAACTAATA 

GACCCCATTACAATATAGAAATGTTTTCCATATTCyUVTTCACCy^TGTGTTTTTK^ 

TGCCATCTTTTAGTCAGCCCCTACATTCGCGTTATTTTGATTGCAGTTCTCCAGTGAGCT 

ATTATCCAGAATGTAAAAGGAGGAAAGCAATAAAAGCTAACCTAAGAGCTCCAAAAAAAA 

GCGATGCAAATTGTTCAGAACCTTTGAGGTATGCACTTGCTGAAACACCAAATGGTTATA 

CATTAAGCTTGTCTAAGCGGATTCCATATGAACTTTTTTCAAAGTACGTTAATGAGAAAT 

TAGGTGAGCTAAAGGAGAACCATTACAGACCAACTTACCATGTTGTCCAAGATTTTTTTG 

GAAACCAGTATTATGTTGAAGATGAAGCGGATGAAGATGCTCTATTGAGATCTGCATTGA 

AAGATCTGGATTTTAGAGCCATAGGAAAGAAAATTGCTAAGGATCTTTTCCAAGACTACG 

AAATAGAATTGAATCATAGAGGTGATGAATTGAGCATATTGAGTAAGAAGGATAAAATCT 

TTAAGQAATTCTCTCTAGACCAAGTGTTTGAAGATGTTTTTGTTATTGGCTGTGG^ 

AAAACy^TAGATGATGGCTCGAGAGAAAAATATGCy^CTTTTAAAGATTGGTTTAGTTAAGC 

ATGAGGAAGAAA'ITrPCCGAAGGTGGCATCAACGAATCAAAGATGCCAATAATTGAATCCA 

AAATAGACGAGTCTCACGATGATGTTAACATGTCTGAATCTTTGAAGGAGGAAGAAGCGG 

AGAAAGCGAAAGAACCACTAACCAAAGAAGACCAAATAAAAAAATGGATAGAGGAAGAAA 

GATTGATGCAGGAGGAAAGCAGAAAATCAGAACAGGAAAAAGCTGCCAAGGAAGATGAAG 

AAAGGCAAAAGAAAGAGAAGGAAGCCAGATTGAAGGCAAGGAAAGAATCTTTGATAAATA 

AGCAAAAAACCAAGAGGTCCCAGCAAAAAAAATTGCAAAATTCCAAATCATTGCCTATCT 

CTGAGATTGAGGCCAGCAATAAAAATAATAATAGCAATTCTGGTTCAGCAGAAAGTGATA 

ATGAAAGTATAAACAGTGATTCTGATACGACTTTGGATTTCTCTGTGTCTGGTAATACAC 

TAAAAAAACACGCTTCACCCCTATTAGAAGACGTTGAGGATGAGGAAGTTGACAGATACA 

ACGAGTCCCTAAGCAGATCTCCCAAGGGAAACTCTATTATTGAGGAGATATAA 

YGR142W, 410 aa (SEQ ID NO 116) 

MFSIFNSPCVPEQLPSFSQPLHSRYFDCSSPVSYYPECKRRKAIKANLRAPKKSDANCSE 
PLRYALAETPNGYTLSLSKRIPYELFSKYVNEKLGELKENHYRPTYHWQDFFGNQYYVE 
DEADEDALLRSALKDLDFRAIGKKIAKDLFQDYEIELNHRGDELSILSKKDKIFKEFSLD 
QVFEDVFVIGCGVENIDDGSREKYALLKIGLVKHEEEISEGGINEPKMPIIESKIDESHD 
DVNMSESLKEEEAEKAKEPLTKEDQIKKWIEEERLMQEESRKSEQEKAAKEDEERQKKEK 
EARLKARKESLINKQKTKRSQQKKLQNSKSLPISEIEASNKNNNSNSGSAESDNESINSD 
SDTTLDFSVSGNTLKKHASPLLEDVEDEEVDRYNESLSRSPKGNS I lEEI 

yGR236C, 890 bp, CDS: 501-890 (SEQ ID NO 117) 

CAAAAAAGTTTTCGGATGAACCGGATTAATACAAGTAAAATCAGCAAAGATATAGAAGAC 
AAAATAAGCGTGAAAACAATCATAAACCACTCACAACXKKXXSTTTTCAGCTGTTACTCCr 
CCATACATACATTTTGATA/^GATATAATGTTATATTTCTTTTCGTAATTTTGTTTTACT 
TCGGTTTGCTCTATAGATTTCATCAGCCGCACCGAAAAGGGAGATCAATAAGGTACCCTT 
TAAAAGGGATAAGAAGCCTACATCACCCCAATAAATGGAGTAATGGCCAGCATTGGATGA 
AGAGAAGAATTACGGGATACTGGGATAACACTGTTAAAAAATGCTTCGCGACGTGAGGGT 
CTTCTTCATATAAATTGAACTGCCAAATCTCTTTCACATTATCCAGGATAGTTTGGAATG 
TGTGTTACTGAAGGATCAGAATCAATAAATACAATCAATACAAATATTTAGCGCATAAAA 
TTCAAACAAAGTTTACTGAAATGAAGTTAGATTCAGGAATATACTCAGAGGCACAAAGAG 
TTGTGAGAACTCCAAAGTTTAGATATATTATGTTAGGGCTGGTGGGCGCTGCTGTGGTAC 
CGACCGCATACATGAGGAGAGGCTATACGGTTCCTGCACATAGCTTAGACAACATCAACG 
GCGTAGACACAACTAAGGCGTCTGTTATGGGTACAGAACAGAGAGCAGCTATGACGAAGG 
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o^tttaatcatagtacgacaScSggSgggSttgtgat^^ ttttcg 

YGR236C, 129 aa (SEQ ID NO 118) 

MKLDSGIYSEAQRV\mTPKFRYIMI^LVGAAVVPTAYMRRGYTVPifflSLI)NINGViyrTKA 
SVMGTEQRAAMTKGKSLQEMMDDDEWYLMFLFTIHVREFVLGSLHLCSLHFVFAFNHSTT 
NGEGDCDFT 

YGR277C, 1418 bp, CDS: 501-1418 (SEQ ID NO 119) 

AATCTTTGCGATTGAATTGCTGCACGAACATTAACATTAGTTCTTTTGCTAAAGTTTCTC 

CAATATCTGGAATATCAGAATTTAGCAAGGCAATCAAAGCGGATAAAGCAGGGATTAGCC 

TGCCATTCTGTTTGTTCAGAGTAAAATCCACAACATTTTTACAAATTATGTTGCGGCCAA 

TAAGTATATTGACTTGAAATAAGTCTCTGTGCGATTCCTGTAAGTTGTCCATTGTTAAAT 

TGGATATTATGGGTGAAACGTGTGACCTTATCATTTCCCAGTTTTCTCTCTGAAATTTAA 

TGTCTTCATCCTGTATGGTAGCGGTAGACATGCTGGTTTGTAGCCTTTTTATTCCTTTTT 

AGGTTTCTTACTCACAATGCCAAAATAAATATCAGTGTAATATAATTTTTCAAGAGTACG 

TAATGGAAAAAGATAAAAATAAGGACCGTCATAAAAA6AGACGTGATTAAACCTAAAAAT 

CTAAAGTAAAGAAGTGTAAGATGGTTGAGGAAAATTCCAGAGTTTTGATTGTTCTTCCTT 

AATGTCAAAGTCAACTAGACATCGTGATTGTACCTGAATTCAAAACCTCATTCCAGT^ 

ATTCTGCGCTAGGGAAGATGTACAGTATTACCAGGGATGTCCTTTTGGGCTATGGAATGA 

TCT^CAGCGGAATCAACATCATATTCAAO^TATTCATTTCGTCGAGAGTAAT^^ 

GGAAAGTGGTTTTATTGCCACAGGAATCCACTTTTGAAACTTKMSAAGCTAGAGTTGGGA^ 

AAGGACAATACCATAGTATAGAACATTATGCATTACACGATAATATAATGGAAGAGATAG 

AAGGTCCCAAAGATGCTAACAAATTTCATGTCACCGCATTGGGCGGAACGTTCGACCACA 

TTCACGATGGACATAAAATATTGTTGAGCGTCTCTACATTCATCACGTCACAAAGGTTAA 

TTTGTGGAATTACGTGCGATGAGCTCTTGCAAAACAAGAAATACAAAGAGTTGATTGAAC 

CTTATGATACACGATGCAGGCACGTACATCAATTCATCAAGTTGTTAAAACCGGATCTCT 

CCGTAGAACTAGTTCCCTTAAGGGACGTGTGCGGCCCCACAGGGAAAGTACCCGAGATAG 

AATGTTTAGTTGTGAGTAGAGAAACCGTCAGTGGGGCAGAGACTGTGAATAAGACTAGGA 

TTGAAAAAGGCATGAGCCCATTGGCAGTACATGTGGTTAATGTACTTGGAGGAAGGGAGG 

AAGACGGCTGGAGCGAGAAGTTAAGCAGCACGGAAATCAGACGCCTACTTAAGTCCTCTG 

CTTCGCCAACGTGCACTCCACAAAACCCTTGCGTATAA 

YGR277C. 305 aa (SEQ ID NO 120) 

MVEENSRVLIVLPYTPPSATLQRIIGQTIPFLRECQSQLDIVIVPEFKTSFQLDSALGKM 
YSITRDVLLGYGMINSGINIIFNNIHFVESNLQWKWLLPQESTFETWKLELGQGQYHSI 
EHYALHDNIMEEIEGPKDANKFHVTALGGTFDHIHDGHKILLSVSTFITSQRLICGITCD 
ELLQNKKYKELIEPYDTRCRHVHQFIKLLKPDLSVELVPLRDVCGPTGKVPEIECLWSR 
ETVSGAETVNKTRIEKGMSPLAVHWNVLGGREEDGWSEKLSSTEIRRLLKSSASPTCTP 
QNPCV 

YGR284C, 1433 bp, CDS: 501-1433 {SEQ ID NO 121) 

AGAGAGCCATCCGTAACTCTGCTAAGGAAGCTGACTACTTTGGTGATGCTGACAAGGCCA 

CCACGATTGACGAACAAGTTGGTTTGATCGTTGACAGTTTGAATGACGAAGAGTTAGTGT 

CCACCGCCGATAAGATCAAGGCCAATGCTGCTGGTGCCAAGGAAGTTTTGAAGGAATCTG 

CAAAGACTATTGTCGATTCTGGCAAACTACCATCCAGCTTGTTGTCCTACTTCGTGTGAA 

TACCGTAAGAAATGGAATAGAATATATACGAATGTATACGAATATTATAGAGAACGTTCT 

CTTl^ATTTCTATAATGAATAGGTTCGGGTAACGGTTCCCTTTTTAGGTATTTCTAGAAG 

ATGAGAGAAGAGGGAATAATGAGAAAGGCGAAAAATAAAGGACACCTTTAACGAAAGATC 

AAAGGTGTCCTTATTTACTTACAATAGCTGCAATTAGTACGACTCAAAAAAAGTGAAAAC 

AAAACTGAAAGGATAGATCAATGTCTTACAGAGGACCTATTGGAAATTTTGGCGGTATGC 

CAATGTCATCATCGCAAGGACCATACTCTGGCGGTGCACAATTCAGATCAAACCAGAACC 

AATCCACTTCTGGCATCTTAAAGCAATGGAAGCATTCTTTTGAAAAGTTTGCCTCCAGAA 

TTGAGGGGCTCACTGACAATGCAGTTGTTTATAAATTGAAGCCTTACATTCCAAGTTTGT 

C?^GATTTTTCATTGTGGCCACCTTTTATGAAGATTCGTTTAGGATCTTATCACAATGGT 

CAGATCAAATTTTTTATCTGAATAAGTGGAAGCATTACCCATACTTCTTTGTCGTTGTGT 
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TTCTAGTGGTTGTTACCGTTTCCATGTTGATTGGCGCCAGTTTGTTAGTTTTAAGAAATC 

AAACCAATTATGCCACCGGTGTGTTATGTGCTTGCGTTATTTCTCAAGCATTAGTTTATG 

GGTTGTTTACGGGTTCATCATTTGTCCTAAGAAACTTTAGTGTTATTGGT^ 

TTGCATTCAGCGATTCAATTGTTCAAAACAAGAO^CATTCGGTATGCTTC 

ACAGCAAAAACGACAAAGCGAAGGGTTACCTGTTGTTTGCTGGTAGAATTTTAATTGTT^ 

TAATGTTTATCGCTTTCACTTTCAGTAAATCATGGTTTACTGTTGTTTTGACCAT^ 

GCACAATATGTTTCGCCATTGGTTACAAGACAAAATTCGCATCCATTATGTTGGGTTTGA 

TACTAACTTTTTACAATATCACGCTAAACAACTACTGGTTTTATAACAATACTAAGAGAG 

ATTTCTTGAAGTATGAGTTTTACCAGAACTTAAGCATCATTGGTGGGCTTCTATTAGTT 

CTAATACTGGCGCTGGTGAATTATCCGTTGATGAAAAGAAGAAGATTTACTAG 

YGR284C, 310 aa (SEQ ID NO 122) 

msyrgpigwfggmpmsssqgpysggaqfrsnqnqstsgilkqwkhsfekfasriegltdn 

awyklkpyipslsrffivatfyedsfrilsqwsdqie^nksjkhypyffvvvflvvvtv 

smligasllvlwcqtnyatgvlcacvisqalvyglftgssfvlrnfsvtgglliafsdsi 

vqnkttfgmlpelnskndkakgyllfagrilivlmfiaftfskswft\a;ltiigticfai 

gyktkfasimlgliltfynitlnnywrmwkrdflkyefyqnlsiigglllvtnt^ 

lsvdekkkiy 

YGR285C, 1802 bp, CDS: 501-1802 (SEQ ID NO 123) 

catttagttctgattaovgcagaaatcgtagcgcgatgagacatttcatcaaatggcctt 

ttttttttgggcaatttttttatatcttgaaatgatagttgcct^ 

catttcattaagaacttgactaaatatgaacatttcttaaaaaaaaggttgacatataaa 

aataatcgaatataaacgatggaatttttataaaattaaacacatatatatatatatat^ 

aactataaatatgtcaaagaaaccy^tacaatcatagatttataactatcttttggatgac 

attaatgaacataacgctcctaatacaaatgtccaaaaaatattacccgcaaatacgaat 

cttttttttttctcgatksaaattttgcaaagagttcgaaatt^^ 

atataccaacaagagtaacgatgttttctttacctaccctaacctcagacatcactgttg 

agttctttttgcaacatgctcaaagaactttgagaaaccacacctggtctgaatttgaaa 
gaattgaagctgaaaagaacgtcaaaaccgttgatgaatcctlatgtcgacccagatgagt 
tgttattcgacactgaattggccgatgaagatttactgactcatgatgctagagactgga 
aaactgccgatttgtatgctgctatgggtttgtctaagttgcgtttcagagctactgaaa 
gtcaaatcatcaaggctcy^cagaaaacaagttgtcaagtaccatccagacyu^gcaat^^ 

CTGCTGGTGGTAGTTTG6ACCAAGATGGCTTTTTCAAGATTATTCAAAAGGCCOT 

CTTTGACnXSATTCCAACAAGAGAGCTCAGTACGACTCATGTGATTTTGTTGCCGATC 

CTCCTCa^GAAGGGTACCGATTATGACTTTTATGAAGCTTGGGGCCCCGTTTTCGAAG 

CTGAAGCTCGTTTTTCTAAGAAGACTCCTATTCCTTCTCTAGGTAACAAAGATTCTTCCA 

AGAAGGAAGTTGAACAATTCTATGCTTTCTGGCACAGATTTGACTCCTGGAGAACCTTTG 

AGTTCTTGGACGAAGATGTCCCAGATGACTCTTCTAACAGAGACCACAAGCGTTACATTG 

AAAGAAAGAACAAGGCCGCAAGAGACAAGAAGAAGACTGCTGATAACGCTAGATTGGTCA 

AACTTGTTGAAAGAGCTGTCAGTGAAGATCCCCGTATCAAAATGTTCAAAGAAGAAGAGA 

AGAAGGAAAAGGAAAGAAGAAAATGGGAAAGAGAAGCCGGTGCCAGAGCTGAAGCTGAAG 

CTAAGGCCAAGGCCGAAGCTGAAGCGAAGGCTAAAGCTGAATCTGAAGCCAAGGCTAACG 

CCTCCGCAAAAGCTGACAAAAAGAAGGCTAAGGAAGCTGCTAAGGCCGCCAAGAAAAAGA 

ACAAGAGAGCCATCCGTAACTCTGCTAAGGAAGCTGACTACTTTGGT6ATGCTGACAAGG 

CCACCACGATTGACGAACAAGTTGGTTTGATCGTTGACAGTTTGAAT6ACGAAGAGTTA6 

TGTCCACCGCCGATAAGATCAAGGCCAATGCTGCTGGTGCCAAGGAAGTTTTGAAGGAAT 

CTGCAAAGACTATTGTCGATTCTGGCAAACTACCATCCAGCTTGTTGTCCTACTTCGTGT 

GA 

YGR285C, 433 aa (SEQ ID NO 124) 

MFSLPTLTSDITVEVNSSATKTPFVRRPVEPVGKFFLQHAQRTLRNHTWSEFERIEAEKN 
VKTVDESNVDPDELLFDTELADEDLLTHDARDWKTADLYAAMGLSKLRFRATESQIIKAH 
RKQWKYHPDKQSAAGGSLDQDGFFKIIQKAFETLTDSNKRAQYDSCDFVADVPPPKKGT 
DYDFYEAWGPVFEAEARFSKKTPIPSLGNKDSSKKEVEQFYAFWHRFDSWRTFEFLDEDV 
PDDSSNRDHKRYIERKNKAARDKKKTADNARLVKLVERAVSEDPRIKMFKEEEKKEKERR 
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SAKEADYFGDADKATTIDEQVGLIVDSLNDEELVSTADKIKANAAGAKEVLKESAKTIVD 

SGKLPSSLLSYFV 

YHROlOW, 1472 bp, exonl: 501-531, intronl: 532-1092, exon2: 
1093-1472 (SEQ ID NO 125) 

GACTCGGACGGAACCGTCTCATATTATACGTTCAGTGAATATTTTTCACGGAAGAATGGA 

AAGGGCCTCGAAAGACGTTAATGCATCCGTACACCTACATCTTTACATTTTTTGCTGTTG 

CACCTACACTGTTTTTTTTTTTTTCACCTTATGAGTCCTGTATTTCTTGAAAGAGCCGAT 

AACAATATTCCAGGTGGAGTCCCGAGGCAGAATCAAGGCTGCGGAGAGAAGTTCCTCTCA 

AACTAATGGGAGTGATCCGCTCAGTTCTCCCATCACGACAGAACTGTCTGAGACAAAGTC 

TTTCCAGCAGAGTCCGCCTACGCTCTTGCTGCAGAGATTCGCCCGAAGGCAGGTTTCCTG 

AAATTCTTTTCACTAGTAAAGTGTTCGTTCATGTAAAACATACTGCCGTAGTTTTGAGCT 

AAAATTAAAGATATATTAGATTTTTAGAATTTCTTAGATAGTCTCAACGTGTTAAAACAA 

AAGCATAACCAAAGAAAAAAATGGCTAAGTTCTTGAAAGCTGGTAAAGTTGGTACGTATC 

ATTTTCAGTTTTTGGACATCAACAAAAAACCGTGCAACTGTGGTATTAGAAATCCAAGt^ 

ATTAGCAGTTGATGTTGTATAATTTGAGTTTGAATTCGAGTATTGTATCTTCATATG^ 

GTAGGGAGGAAAAAGCGTGGAGAOXSTTAGATCTGGGAAAAAACCTTTAAATTTGAATGAT 

AGCTTATTAATAGAAATATTGGACAAAAAGATGAATGATTTAGGAGCGAAACTAACGATT 

ATTCATATTCATTGAGCTATACGAGGCAGTGGAAGGGTTATCAAAAAGTT6TAATTTAAA 

AGAAAAAAGCATCAATAGCCACCAAATAAGATGGTGAAAGTTCCGCGATATATTTGCTAA 

GACCATAGGCACATGTACGCAGGCGACCAGGGCCTTTTATTTACTGTAGTTCTTTCCATG 

CCCTATTAAAAATTCGTGGGCCTATGATAATTTTTCTCTCCCTAGTATTGAAGAACAAAA 

TTGAGAATTCGCCAAACTTTAAGAAGGGTTCACATTTACTAACTATTTCTTTTCCTTCCT 

TTTTTTACACAGCTGTCGTTGTCCGTGGTCGTTACGCCGGTAAGAAGGTTGTTATCGTTA 

AACCACATGATGAAGGTTCCT^GTCTCACCCATTTGGTCACGCTTTGGTTGCCGGTATTG 

AAAGATACCCATTGAAGGTCACCAAGAAGCACGGTGCCAAGAAGGTTGCTAAGAGAACCA 

AGATCAAGCCTTTCATCAAGGTCGTCAACTACAACCATTTATTGCCTACCAGATACACTT 

TAGATGTTGAAGCTTTCAAATCCGTTGTTTCTACTGAAACTTTCGAACAACCTTCCCA^ 

6TGAAGAAGCTAAGAAAGTCGTCAAGAAGGCTTTCGAAGAAAGACACCAAGCTGGTAAGA 

ACCAATGGTTCTTCTCTAAGTTGAGATTTTAA 

YHROlOW, 136 aa (SEQ ID NO 126) 

MAKFLKAGKVAVVVRGRYAGKKWIVKPHDEGSKSHPFGHALVAGIERYPLKVTKKHGAK 
KVAKRTKIKPFIKWNYNHLLPTRYTLDVEAFKSWSTETFEQPSQREEAKKWKKAFEE 
RHQAGKNQWFFSKLRF 

YHR021C, 1299 bp, exonl: 501-503, intronl: 504-1053, exon2 : 
1054-1299 (SEQ ID NO 127) 

TTACTTACGTCTATTATAACCTTCCGCGTAAAAAAGAAATATTGACATCCTTTCTTGTAT 
TTAGCCCATACATTTTCACCCATGCACCATTGGATTATAAAGAAAAAAATTTAATAAAAA 
TCTGCCGGGGAAATTTCAGAAGAAAAAAGGAAGGTGTGTTCGCATTTAACACGGGCCACC 

TAGCTAGGCAATGT6GCTCTCGGAAAGGAAACTCCCACCAGGACGTGGTGGGAAATGCAG 

CAATTCCCCTCTGCTTCCCGCTGACCTTTCTTGGGCCCAGTTTAGTAAGTATGCTCTCAT 

CTTTCATGTGTGCTGTAACTTGCAAGTCATTAACACTATCTATAATTGATATTAGACGTT 

AAAAGTTCTATATAGCATTTGCTTTTATTTAGAGAATACGAAAACACACCAGATAATTAG 

TGCATATATATTAGATCAATATGGTATGTGAAAGAGATATTAAACATAAGATGTGAAGGA 

AACAGAAGAGAACAATATTTGAGGAATGAATTCGGATGAAATTCTAGTAGAAGAAAAAAG 

CCTAAAATAAAAAGAAAGAAAGGAAAATAAAGCAGTAATCAACCTCTGACATTTGATAGG 

AGTATGCGTTTCCGCAAAATCAACAAATCATGCATTAAACTGGTAACGGAGACTTTAAAG 

ACGTGCAAAGAAAGCAATTAATTTTTAGATAGGGAATTGAAAGGCTCTGTATAGCAGAAA 

ATTTGAGATCTACTGTGGAGATAAGCATATGGTGTTGAGTTATGGGTAATCTAACAATAA 

TAGAAACTTATAGCAGTTGAAGATGGCGGATCATGATGCCGGATACTGCTGGGTAATGAT 

TTATCCTTCTTTTTTTGGAGCACAAATGCTCACTTTTTCCTGTCTCCTCTAACT^^ 

ATGTATCCTACCCAACCCTACAGTTTTCAAATTACTAACATCAATTTTTTTGT6AAACGA 

ACTGCTGCTTCTGAAGCCAGAAAGCACAAGTTAAAGACTTTGGTTCAAGGCCCAAGATCC 
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TACTTCTTGGATGTCAAATGCCCAGGTTGTTTGAACATCACCACTGTTTTTTCTCATGCT 
CAAACTGCTGTCACTTGTGAATCATGCTCTACTGTCTTATGTACTCCAACCGGTGGTAAG 
GCCAAATTATCTGAAGGTACTTCTTTCAGAAGAAAGTAA 

yHR021C, 82 aa (SEQ ID NO 128) 

MVLVQDLLHPTAASEARKHKLKTLVQGPRSYFIJ)VKCPGC1^ITTVFSHAQTAVTCESCS 
TVLCTPTGGKAKLSEGTSFRRK 

yHR141C, 1262 bp, exonl : 501-504, intronl: 505-945. exon2 : 
946-1262 (SEQ ID NO 129) 

TAAAACATGGCATTTTAAATAGTACTGCCAAAATTTAATGCAATGGCAATTAGTTGGCTA 
TGTTGCTACATATTATTTTCCATAGCATTCTCTGTCACAAACTTCAAAATAAAAGACAGT 
GACATCCGAACATCCGATACACCCATACATCATGAAAATAAATCCTGACATTGGAAGAAG 
TCTTGATACAAAAAAAGATCGCTGTCAAAAATGCGGCCAGACTGCCGCTGCATCGTACCA 
ACAGTGCGTATGTTCAGACGGAGAQACGACCTCTAGA6AGACGTCCGTCGGTGCGGCAAC 
GCT<3ACGGTTTAGTTGTTCGACGGGATGATGGGTTCCGCCAGGGGGAGGGAAGGCTTTCC 
ACCAAGAGAGGTAAAATTATTCGTCGAAATGAACTCAGAGATACATCCATATT6TTGACA 
ATGTATATCTTAATTGATGTGGTATTTTCACTGTTTTAACGTAAATTGAAGGAGATTAAG 
CAAAAAAACAATCAGTAATAATGGGTATGTGGACGATTAGGAATAGACAAACCATGTTAT 
TTATCTCCATTAGGGCGTGAGAGT6TAATTAGTACACAGGTACTACTAGAATGCTAAAGA 
ACTTTTTAAAATATCCTGAATCGTAGGGCAAATCCATGTCAAGCAAGAAACTAATAGTTA 
TTAAACTTCATTTACTTTTGAGCTAGTTAAATATTTTCATCATTTCCTAAAGTACTGAAC 
ACCTGAATGATACTTTTATTGGCCCTTTTAATAAGAACTCTGGTTAGAAAATATATTGAG 
GATATCATTAGTAATACTCATTAGATATTTGTGAATTTAGCCGTTTCCCCATTACAGAAA 

AATCAACTATCATGCTAAATTTGCTXSTGATATCATTTTGAACCAGTTAACGTCCCAAAG 

CCA6AAAGACCTACTGTAAGGGTAAGACCTGTCGTAAGCACACTCAACACAAGGTTACTC 

AATACT^GCTGGTAAGGCTTCCTTGTTCGCTCAAGGTAAGAGACGTTATGACCGTAAAC 

AATCTGGTTTOSGTGGTCAAACCAAGCCTGTTTTCa^CAAGT^GCTAAGACTACCAAGA 

AGGTTGTTTTGAGATTGGAATGTGTCAAATGTAAGACTAGAGCCCAATTAACCTTGAAGA 

GATGTAAGCACTTCGAATTGGGTGGTGAAAAGAAGCAAAAGGGTCAAGCTTTGCAATTCT 

GA 

YHR141C, 106 aa (SEQ ID NO 130) 

MN/NVPIO'RKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGFGGQTKPVFHK 
KAKTTKKVN^RLECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF 

YHR217C, 962 bp, CDS: 501-962 (SEQ ID NO 131) 

CATCGCTTGATTTCCGGCCTGCAAAAATAAAGTAGTCGGTACGTACTTTCGTTTTC^ 

TCCATGGTGCACAGTATCTTAACTATCTGCTTAGTCGAGGAGAACCAGGATTCTGTTCGT 

TGCTCAGCCGCTTCGTGGATATTCTCTTGGATACTTTAAACATGGACCTACGTTC 

TCGAAAAGACCAATATAATAAAAAGTTATAAATTACATTTCCTTATTAGGTATACGACCT 

CGCGCTTCGAAGTAGAGGAGCCCTTTTTGGCGTACCTACATATGGCGCGTCAGACAGACA 

AACTTCCCCCAAAAATGTATTACCCCGCCGAATAAGAAAACAGACCCATTCACCCACGAC 

GTATCAAGTTACTTCCTTGGTGCAATGTCCCACTATAAAAAAATTCCTTGACGCTAGATC 

GTTGGACTAAAATCTGCGTCACAATCGCCTAAACAGGAAATATTGCCTATTTTCGTACAA 

GGTTACTTCCTAGATGCTATATGTCCCTACGGCCTTGTCTAACACCATCCAGCATGCAAT 

ACAGTGACATATATATACACACACCACACCCACACCCACACCCACACCCACACACACCCA 

CACACACACACCCACACACACCCACACCCACACCACACCCACACCCACACACACCACACC 

CACACACCACACCCACACCCACACCACACCACACCCACACACCACACACCACCCTATCTA 

CAACCATACCACTCCCAACCACCATCCATCTCTCTACTTACTACTACCATCCACCGCCCA 
TCAT7VACCGTTACCCTCCAATTACCCATATCCAACTCCACTACCATTACCCTGCTATTAC 
CCTACCATCCACCATGTCCTACTCACTGTACTGTTGTTCTACCCTCCATATTGAAACGTT 
AA 
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YHR217C, 153 aa (SEQ ID NO 132) 

MSLRPCLTPSSMQYSDIYIHTPHPHPHPHPHTPTHTHPHTPTPTPHPHPHTPHPHTTPTP 
TPHHTHTPHTTLSNLSLNLPSHYPTSPLVTLPHSTIPLPTTIHLSTYYYHPPPIITVTLQ 
LPISNSTTITLLLPYHPPCPTHCTWLPSILKR 

YIL112W, 3752 bp, CDS: 501-3752 (SEQ ID NO 133) 

TTCCATAGGGCTTATTTTCCAGTTGATGGAATGGGAGGTTGCTCTTAACGCGAAGACTAA 

CGTGCAAGCCAACAGTTATAGAAAAGTACCGTGAGAGAGAAAAAAAAAAAAGATATAGCA 

TTCAATGAGGCTTTATTGAGGGGCACGATGCTCTTTTTTTCTTCTGTACTTTATAAATAA 

TTCCGTATTTCTTCGCTTTGTTTCATGCTCTGTTCTGAGCTTTTAGTTTCTCTTATTGAG 

AGCCTTTTCCAAATCAAGGCTCAGGAAGTGACTCGTCCTTAGAAGAACAAGGTTTGGATT 

TGGTAGGGTTCTTGTACGAAGTTCTCAATATAATTTGCGCATTTACTGTACGGTTCATAC 

TAGTTTATTCCGGGTAACAAGTTTTCTTGTGATGCTAAATCAATGTGTATATTGAGAAAA 

CTATGTAGTAAGTTACACAAAGCAACAAAGGATATTATTATATGTGACAGAGAAGAATTG 

CTGTAGAGATTCATGACAATATGAATGAGACTACTACAAAACAGCCGCTAAAGAAAAGGT 

CCCTGAGCAGCTATCTTTCAAACGTGAGCACGAGACGGGAGGAGCTGGAAAAGATTTCTA 

AACAAGAAACATCCGAA6AGGAAGATACTGCCGGCAAGCATGAACAAAGGGAAACACTGT 

CGGAAGAAGTAAGTGATAAGTTTCCAGAAAATGTTGCATCGTTTCGCTCACAGACTACAA 

GCGTTCATCAAGCCACCCAAAATAACCT6AATGCAAAGGAATCC6AAGACCTGGCCCATA 

AGAATGATGCGAGTTCACACGAAG6AGAGGTTAATGGGGACAGCCGTCCGGACGATGTTC 

CTGAAACGAATGAAAAAATAAGCCAAGCAATACGAGCGAAAATTTCGTCATCATCATCAT 

CACCCAATGTACGTAATGTTGATATCCAAAACCATCAACCTTTTTCGAGAGACCAACTTC 

GAGCGATGTTGAAAGAACCAAAAAGGAAAACTGTTGATGATTTCATAGAAGAAGAGGGTT 

TGGGAGCTGTTGAAGAAGAGGATTTAAGTGATGAGGTACTTGAAAAAAATACAACAGAAC 

CAGAAAATGTGGAAAAAGATATAGAGTATAGCGACTCAGATAAGGACACAGACGATGTGG 

GAAGCGATGATCCCACGGCACCCAACTCACCAATAAAACTTGGTCGTCGCAAACTGGTTA 

GAGGTGACCAACTTGATGCAACAACAAGTTCCATGTTTAATAACGAATCAGATTCTGAAT 

TATCAGATATCGATGATAGCAAGAATATTGCTTTATCCAGTAGCCTATTTAGAGGCGGTT 

CTTCACCTCTGAAAGAGACAAACAACAACCTTTO^TATGAATTCTTCy^CCAGCACAA^ 

ATCCAATVAAGGGGTTCTGTCrCCAGGAGTAATGATAGTAACAAGAGTTCTCATATAGCTG 

TTTCCTU^GCGCCCCAAACAGAAGAAGGGCATATATAGGGATTCTGGTGGTAGAACAAGAC 

TACAGATTGCCTGTGACAAGGGCAAATATGATGTA6TCAAAAAGATGATTGAAGAAGGAG 

GTTACGATATTAATGACCAAGACAATGCTGGTAATACAGCATTGCy^TGAAGCGGCGTTGC 

AAGGTCATATTGAGATTGTGGAACTGTTGATAGAAAATGGTGCAGATGTAAATATCAAGT 

CTATTGAAATGTTCGGCGATACTCCCTTGATCGATGCTTCCGCCAATGGACACTTGGATG 

TTGTCAAGTATCTTCTTAAAAACGGTGCGGACCCAACTATACGTAACGCTAAAGGGTTAA 

CTGCGTTTGAATCTGTCGATGATGAATCTGAATTTGATGATGAAGAAGACCAAAAGATTT 

TGCGTGAAATAAAAAAAAGGTTGAGTATAGCCGCTAAAAAATGGACTAACAGAGCAGGAA 

TTCATAATGACAZlATCTAAAAATGGCAATAATGCTCACACAATAGATCAGCCACCnTTTG 

ATAATACCACAAAAGCCAAAAACGAAAAGGCCGCTGACTCACCTTCAATGGCTTCCAATA 

TTGATGAGAAAGCTCCGGAAGAGGAATTCTATTGGACAGATGTTACTTCTAGAGCGGGAA 

AAGAAAAACTGTTTAAAGCTTCGAAGGAGGGACATTTACCATAC6TTGGTACGTATGTA6 

AAAATGGTGGTAAGATAGACTTAAGGTCATTTTTCGATAGCGTTAAGTGTGGCCT^TGAAG 

ATATTACAAGTATCTTTTTGGCyiTTCGGATTTCCCGTAAATCAAACTTCAAGGGATAATA 

AAACATCCGCTTTAATGGTAGCTGTAGGTCGTGGCCATCTTGGAACTGTTAAACTGCTAT 

TAGAGGCAGGTGCAGATCCAACCAAAAGAGATAAAAAGGGTCGTACCGCTTTGTACTATG 

CCAAAAACAGCATAATGGGAATAACAAACAGTGAAGAAATTCAATTGATTGAAAATGCTA 

TAAATAACTATTTGAAGAAGCACTCTGAAGATAATAATGATGATGATGATGATGATGATA 

ATAATAATGAAACATATAAACATGAAAAAAAGAGAGAGAAAACGCAATCACCCATATTAG 

CAAGCCGAAGAAGTGCCACTCCTAGAATTGAAGACGAAGAGGACGATACGAGGATGCTCA 

ATCTGGCAGACGATGACTTTAATAACGATCGTGATGTCAAGGAATCTACAACTTCGGATT 

CGCGCAAGAGATTGGATGACAATGAAAATGTTGGTACTCAATACTCATTGGACTGGAAAA 

AACGTAAAACAAATGCCTTGCAAGATGAAGAAAAATTAAAAAGTATCTCACCACTCTCTA 

TGGAACCTCATTCTCCAAAGAAGGCAAAATCTGTAGAGATAAGTAAAATACATGAAGAAA 

CGGCTGCTGAAAGAGAAGCAAGACTCAAGGAAGAGGAAGAATACAGAAAGAAAAGATTAG 

AAAAGAAAAGAAAAAAAGAACAGGAACTACTACAAAAGCTGGCCGAAGATGAGAAAAAAA 

GGATCGAAGAACAGGAGT^GCAGAAAGTCTTAGAAATGGAAAGATTGGAAAAAGCTACTT 

TAGAGAAAGCAAGAAAAATGGAAAGGGAAAAAGAAATGGAAGAAATCTCTTATAGAAGGG 
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avGTAAGGGACTTATATCCXSTTAGGACTGAAGATTATTAACTTCAACGATAAACTTGATT 
ACAAAAGATTTTTGCCGCTATATTATTTTGTAGACGAAAAAAACGATAAATTTGTGCTCG 
ACTTGCAAGTAATGATATTGTTGAAGGATATCGACTTGCTCTCAAAGGACAACCAACCAA 
CTTCTGAGAAGATTCCCGTCGATCCCTCGCACCTGACTCCATTGTGGAATATGTTGAAAT 
TCATTTTCCTGTATGGAGGTAGTTATGATGATAAAAAGAACAACATGGAAAATAAAAGAT 
ATGTTGTAAACTTTGATGGGGTTGATTTGGACACAAAGATTGGGTATGAGCTTTTGGAGT 
ACAAAAAATTTGTTAGTTTGCCCATGGCGTGGATTAAATGGGATAACGTTGTTATTGAAA 
ACCACGCAAAAAGAAAAGAAATTGAAGGAAATATGATTCAAATATCAATAAACGAATTTG 
CACGATGGAGAAACGATAAGCTGAACAAAGCGCAGCAGCCGAC6CGCAAACAGCGTTCTC 
TAAAAATACCTCGAGAGTTACCGGTTAAATTTCAACACCGTATGAGCATATCCTCCGTCC 
TCCAGCAGACATCCAAAGAACCATTTTGGTAA 

YIL112W, 1083 aa (SEQ ID NO 134) 

MNETTTKQPLKKRSLSSYLSWSTIUIEELEKISKQETSEEEOTAGKHEQRETLSEEVSDK 

FPENVASFRSQTTSVHQATQNNIiNAKESEDLAHKNDASSHEGEVNGDSRPDDVPETNEKI 

SQAIRAKISSSSSSPNVRNVDIQNHQPFSRDQLRAHLKEPKRKTVDDFZEEEGLGAVE^ 

DLSDEVLEKNTTEPENVEKDIEYSDSDKDTDDVGSDDPTAPNSPIKLGRRKLVRGDQLDA 

TTSSMFNNESDSELSDIDDSKNIALSSSLFRGGSSPVKETNNNLSNMNSSPAQNPKRGSV 

SRSOTJSNKSSHIAVSKRPKQKKGIYIUDSGGRTRLQIACDKGKYDVVKKMIEEGGYDINDQ 

DNAGNTALHEAALQGHIEIVELLIENGADWIKSIEMFGDTPLIDASANGHLDVVKYLLK 

NGADPTIRNAKGLTAFESVDDESEFDDEEDQKILREIKKRLSIAAKKVmiRAGIHNDKSK 

NGNNAHTIDQPPFDinrrKAKNEKAADSPSMASNIDEKAPEEEFirWTDVTSRAGK^ 

SKEGHLPYVGTYVENGGKIDLRSFFESVKCGHEDITSIFLAFGFPVNQTSRDNKTSALMV 

AVGRGKI^T^JKLLLEAGADPTKJmKJfQRTAXYYAKNSIMGITNSEEIQLIENAINNYLKK 

HSEDNNDDDDDDDNNNETYKHEKKREKTQSPIIASRRSATPRIEDEEDDTRMLNI^ 

NNDRDVKESTTSDSRKRIJ5DNEWGTQYSLDWKKRKTNALQDEEKLKSISPLSMEPHSPK 

KAKSVEISKIHEETAAEREARLKEEEEYRKKRLEKKRKKEQELLQKLAEDEKKRIEEQEK 

QKVLEMERLEKATLEKARKMEREKEMEEISYRRAVRDLYPLGLKIINFNDKLDYKRFLPL 

YYFVDEKiroKFVLDLQVMILLKDIDLLSKDNQPTSEKIPVDPSHLTPLVttMiKFIFLYGG 

SYDDKKNNMENKRYVVNFDGVDLDTKIGYELLEYKKFVSLPMAIflrEKWDNWIE^^ 

lEGNMIQISINEFARWRNDKLNKAQQPTRKQRSLKIPRELPVKFQHRMSISSVLQQTSKE 

PFW 

YIL115C, 4883 bp, CDS: 501-4883 (SEQ ID NO 135) 

TTTCAATGCGCTACAACTGACTGAACCAGTCCACAAATTTGGCTGGTCTCTATCGTTCTC 

GCCCTGAGAGATTTTATTTTCTTATAAATTTTACTAAATAAGGATTTGTACTTTT6A 

AGTTTTTTTTTTTTCTGACGTTTGTTTAGTTAATATTATATAATAGTATOT 

GGTGGGAGGGGACATOKrAACTTTTATCGTGACCTACGACCAGTGTTTTTTC^ 

GATCAAAAGAGAAAAAAAGACAAAGGACCGAAGGATAGTTGCACGCATAAACTGGAGAAA 

AAATTGTGTTTGACATCGGCGTTTAGGCTTGTTTGTTCTGTCACACATACGCTGCTTCAC 

ACCAATTCATATTTCTCAGGTTAATTTGTCTCCTCTCCAACTTCAATAACGATTTTGCGT 

GAAGGTTTAATTTCATTATTGCAATTTTAGCAGAGAAACGCACATAAATATATATATATT 

GATTACAGAACCATTATAACATGTCTTCTTTGAAGGATGAAGTACCCACTGAGACTTCCG 

AAGACTTCGGTTTTAAGTTTTTAGGTCAAAAACAAATTCTACCTTCCTTCAATGAAAAAC 

TGCCATTTGCATCTCTACAAAATCTCGATATTTCAAACAGTAAGTCTTTATTCGTTGCTG 

CCTCTGGTAGTAAGGCGGTGGTCGGCGAATTACAATTACTGAGAGATCATATCACCTCCG 

ACTCTACTCCGTTAACGTTCAAGTGGGAGAAAGAAATCCCAGATGTAATATTTGTGTGCT 

TTCATGGTGATCAGGTTTTGGTTTCAACCy^GAAATGCATTATATTCGTTAGACTTGGA^ 

AATTGAGTGAATTTCGAACGGTCACTTCTTTTGAGAAGCCAGTTTTCa^TTGAAGAA 

TTAATAACACTTTAGTAATTTTAAATTCAGTCAATGATTTATCAGCACTGGATTTAAGAA 

CAAAATCGACTAAGCAACTGGCACAAAACGTTACCTCTTTTGATGTCACAAATTCGCAGT 

TAGCAGTTCTACTAAAAGATAGAAGTTTTCAAAGTTTTGCATGGCGAAATGGCGAAATGG 

AAAAACAATTTGAGTTCTCTCTACCGTCAGAATTAGAAGAGCTTCCAGTAGAAGAATATT 

CCCCTTTGAGTGTTACCATTCTCTCTCCACAGGATTTTTTGGCGGTTTTCGGTAATGTTA 

TATCAGAGACCGATGACGAAGTTTCATACGATCAAAAAATGTACATTATAAAGCACATAG 

ACGGCAGCGCCTCATTTCAAGAAACTTTTGATATTACACCTCCATTCGGGCAAATAGTAA 

GGTTCCCATATATGTACAAAGTTACCTTGTCTGGTTTAATTGAACCTGATGCAAACGTAA 

ATGTGCTAGCATCATCATGTTCAAGTGAAGTAAGTATATGGGACTCGAAACAAGTTATTG 
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AACCTTCCCAGGATTCTGAACGAGCAGTATTGCCCATCAGTGAGGAAACAGATAAGGACA 

CAAATCCAATAGGTGTGGCAGTTGACGTCGTTACTTCAGGCACTATTCTAGAACCTTGTT 

CCGGTGTTGATACGATAGAGCGATTGCCGCTCGTTTACATATTGAATAACGAAGGTAGCT 

TACAGATAGTCGGGTTGTTTCATGTGGCAGCAATCAAAAGCGGCCATTATAGCATAAATC 

TGGAATCTTTAGAACATGAGAAATCTCTCTCTCCTACATCAGAAAAAATTCCTATTGCTG 

GACAGGAGCAGGAAGAAAAAAAGAAAAATAATGAATCAAGTAAGGCTTTATCAGAGAATC 

CTTTCACATCAGCAAATACATCAGGCTTCACTTTTCTTAAAACACAACCAGCCGCTGCCA 

ATAGCCTGCAGTCTCAAAGTTCTTCAACCTTTGGTGCTCCCTCATTTGGATCATCCGCAT 

TTAAAATTGACTTGCCATCAGTCTCATCTACCAGTACTGGTGTAGCGTCCAGTGAACAAG 

ACGCAACAGATCCTGCTTCTGCTAAGCCAGTATTCGGCAAACCCGCGTTCGGAGCTATTG 

CCAAAGAACCGTCAACATCAGAATATGCCTTTGGCAAGCCATCTTTTGGTGCTCCCTCCT 

TTGGCTCTGGAAAGTCATCTGTTGAATCGCCTGCCTCCGGATCTGCCTTTGGTAAGCCCT 

CTTTTGGTACTCCTTCCTTTGGCTCTGGAAATTCATCTGTTGAGCCGCCTGCCTCCGGAT 

CTGCATTTGGTAAGCCCTCTTTTGGTACTCCTTCCTTTGGCTCTGGAAATTCATCTGCTG 

AGCCGCCTGCTTCCGGATCTGCCTTTGGTAAGCCCTCTTTTGGTACATCTGCATTCGGAA 

CTGCATCAAGTAACGAAACTAACTCTGGATCCATATTTGGAAAGGCTGCATTTGGTTCAT 

CATCTTTTGCACCCGCCAACAATGAACTTTTCGGATCAAACTTTACTATTTCAAAACCTA 

CAGTTGACAGCCCAAAGGAGGTAGATTCAACGTCACCTTTCCCATCTTCTGGCGATCAAA 

GTGAAGATGAGTCTAAGAGTGATGTA6ACTCTTCTTCGACACCTTTTGGTACGAAACCTA 

ACACCTCTACGAAACCAAAGACCAATGCCTTTGATTTTGGGAGTTCTTCCTT^ 

GATTTTCAAAGGCTCTGGAATCTGTTGGTTCCGATAO^CrTTTAAATTCGGTACT^^ 

CTTCACCTTTCTCTTCACAGTTAGGAAACAAATCACCa^TTCaVGTTCCTTCACAAAAG^ 

ATACTGAAAATGGATCTTTAAGTAAGGGCTCTAOa^TGAAATCAATGACGATAATGAAG 

AACACGAAAGCAATGGTCCCAACGTAAGCGGTAATGATTTGACAGATTCTACGGTTGAGC 

AAACATCTTCTACTAGATTACCGGAAACTCCCTCGGATGAAGATGGTGAAGTTGTCGAGG 

AGGAAGCGCAAAAATCCCCCATAGGCAAGCTAACTGAAACTATAAAAAAAAGTGCCAATA 

TTGACATGGCTGGTTTAAAAAATCCTGTATTTGGAAATCATGTCAAAGCAAAATCCGAAT 

CGCCGTTTTCAGCATTTGCAACAAATATTACCAAACCAAGCTCTACAACACCTGCTTTTT 

CGTTTGGTAACTCCACAATGAATAAAAGTAATACATCTACGGTTTCACCAATGGAAGAAG 

CTGATACTAAAGAAACTAGTGAAAAGGGCCCCATAACCTTGAAGAGTGTGGAGAATCCGT 

TTCTACCAGCGAAAGAAGAAAGAACTGGAGAAAGTTCTAAAAAGGATCATAACGATGACC 

CyU^GATGGTTATGTATCAGGAAGTGAAATATCTGTAAGGACTTCTGAAAGTGCTTTTG 

ATACCACAGCAAACGAA6AAATTCCAAAGTCACAGGACGT6AACAATCATGAAAAAAGCG 

TGAATGAAACTTCGAAGAATAATGAAAGGAGCGGTCAACCAAATCATGGTGTCCAAGGAG 
ATGGAATAGCATTGAAAAAAGACAATGAAAAAGAGAATTTTGATTCAAATATGGCAATAA 
AGCAATTCGAAGACCACCAATCTTCAGAAGAGGACGCGAGCGAAAAAGACAGTAGACAAA 
GCAGTGAAGTTAAAGAATCAGATGATAACATGTCACTCAACAGTGACCGGGATGAAAGTA 
TATCTGAGTCCTACGATAAACTGGAAGATATTAATACTGATGAGCTACCTCATGGTGGAG 
AAGCTTTTAAAGCACGTGAAGTGAGCGCTTCCGCTGATTTTGATGTACAAACTTCATTAG 
AAGACAATTATGCTGAATCTGGCATACAGACAGACCTTTCAGAAAGTTCCAAGGAAAATG 
AAGTTCAAACGGATGCCATACCCGTGAAACACAACAGTACACAAACTGTTAAGAAGGAAG 
CAGTCGACAATGGTCTGCAAACTGAGCCTGTTGAAACATGTAATTTTTCTGTTCAAACAT 
TTGAAGGTGACGAAAATTATTTAGCAGAGCAATGCAAACCAAAGCAATTGAAAGAATATT 
ACACAAGTGCAAAAGTATCAAATATTCCTTTCGTTTCACAAAATTCTACGTTAAGGTTG^ 
TTGAGAGTACATTTCAGACGGTCGAAGCTGAGTTTACTGTTCTGATGGAAAACATCCGGA 
ATATGGATACTTTTTTTACTGATCAATCGAGCATCCCTTTGGTGAAGCGTACAGTGCGGT 
CTATCAATAATCTGTATACTTGGAGAATACCAGAGGCTGAAATTCTATTAAATATTCAGA 
ATAATATCAAGTGTGAACAAATGCAAATAACAAATGCTAACATTCAAGACCTGAAGGAAA 
AAGTTACAGATTATGTCAGGAAAGATATTGCACAAATAACTGAAGATGTAGCCAATGCAA 
AAGAGGAGTATCTGTTTTTAATGCATTTTGATGATGCTTCGAGTGGATACGTTAAAGATC 
TCAGCACGCATCAATTTAGAATGCAAAAGACATTACGTCAAAAGCTATTCGATGTGTCCG 
CCAAAATTAATCATACTGAAGAGTTGCTGAACATTTTAAAATTGTTCACTGTAAAGAATA 
AGAGATTGGACGATAATCCATTAGTGGCAAAACTAGCTAAAGAATCTCTTGCACGTGACG 
GTTTACTAAAAGAAATCAAATTATTGCGTGAGCAAGTGAGTAGGTTACAATTGGAGGAGA 
AAGGTAAAAAGGCTTCGTCGTTCGATGCATCCTCTTCAATAACAAAGGACATGAAAGGAT 
TTAAAGTAGTAGAAGTTGGGTTGGCCATGAATACGAAAAAGCAAATTGGTGATTTCTTCA 
AAAATTTGAACATGGCAAAATAG 
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YILH5C, 1460 aa (SEQ ID NO 136) 

MSSLKDEVPTETSEDFGFKFLGQKQILPSFNEKLPFASLQNLDISNSKSLFVAASGSKAV 

VGELQLLRDHITSDSTPLTFKWEKEIPDVIFVCFHGDQVLVSTRNALYSLDLEELSEFRT 

VTSFEKPVFQLKNVNNTLVII^SVNDLSAIJ)LRTKSTKQIAQNVTSFDVTNSQIAVLLKD 

RSFQSFAWRNGEMEKQFEFSLPSELEELPVEEYSPLSVTILSPQDFLAVFGNVISETDDE 

VSYDQKMYIIKHIDGSASFQETFDITPPFGQl\mFPYMyK\n'LSGLIEPDANVNVIASSC 

SSEVSIWDSKQVIEPSQDSERAVLPISEETDKDTNPIGVAVDVVTSGTILEPCSGVDTIE 

RLPLVYILNNEGSLQIVGLFHVAAIKSGHYSINLESLEHEKSLSPTSEKIPIAGQEQEEK 

KKNNESSKALSENPFTSANTSGFTFLKTQPAAANSLQSQSSSTFGAPSFGSSAFKIDLPS 

VSSTSTGVASSEQDATDPASAKPVFGKPAFGAIAKEPSTSEYAFGKPSFGAPSFGSGKSS 

VESPASGSAFGKPSFGTPSFGSGNSSVEPPASGSAFGKPSFGTPSFGSGNSSAEPPASGS 

AFGKPSFGTSAFGTASSNETNSGSIFGKAAFGSSSFAPANNELFGSNFTISKPTVDSPKE 

VDSTSPFPSSGDQSEDESKSDVDSSSTPFGTKPNTSTKPKTNAFDFGSSSFGSGFSKALE 

SVGSDTTFKFGTQASPFSSQLGNKSPFSSFTKDDTENGSLSKGSTSEINDDNEEHESNGP 

NVSGNDLTDSTVEQTSSTRLPETPSDEDGEWEEEAQKSPIGKLTETIKKSANIDMAGLK 

NPVFGNHVKAKSESPFSAFATNITKPSSTTPAFSFGNSTMNKSNTSTVSPMEEADTKETS 

EKGPITLKSVENPFLPAKEERTGESSKKDHNDDPKDGYVSGSEISVRTSESAFDTTANEE 

IPKSQDVNNHEKSETDPKYSQHAVVDHDNKSKEMNETSKNNERSGQPNHGVQGDGIALKK 

DNEKENFDSNMAIKQFEDHQSSEEDASEKDSRQSSEVKESDDNMSLNSDRDESISESYDK 

LEDINTDELPHGGEAFKAREVSASADFDVQTSLEDNYAESGIQTDLSESSKENEVQTDAI 

PVKHNSTQTVKKEAVDNGLQTEPVETCNFSVQTFEGDETrnJ^QCKPKQLKEYYTSAKVS 

NIPFVSQNSTLRLIESTFQTVEAEFTVLMENIWJmiyrFFTDQSSIPLV^ 

WRIPEAEILLNIQNNIKCEQMQITNANIQDLKEKVTDYVRKDIAQITEDVANAKEEYLFL 

MHFDDASSGYVIOJLSTHQFRMQKTLRQKLFDVSAKIlffiTEELLNILKiFTV^^ 

LVAKIJ^SLAWDGLLKEIKLLREQVSRLQLEEKGKKASSFDASSSITKDMKGFK\A/EVG 

LAMNTKKQIGOFFKNLNMAK 

YIL148W, 1321 bp, exonl: 501-508, intronl: 509-942, exon2 : 
943-1321 (SEQ ID NO 137) 

TCGATCAACTCTATCCAACAATTCTATAATATCCACTGTTCATTAACGAATATTGGTCTT 

TTTCCCTTATGGTGAAGTAAATTTTCCATGCJ^TATCCGGGTAAGCTATCGACAAGTTTA 

TTGACl^AATTTGAGTTTATTACATCCGTACATTACTAAGATGTATGGTTTTTCTATTT 

TTGTGCTCCGTGTCGATATTTCGTGGAGCAAACCAGAAAAGATGCGGAACCTCTTAGCAC 

TCCGCCTGGACATAGGCGGAGCATATTCCTCCTATGGGATGGGTTTTGTTGTACTCTTTT 

CTCTCTAGACAGGACCTCCGATTGCCTCCCTGAGGGTGAGATGGTTTCCGGCCTCAGGAC 

GGCCTTCTCCAGTTTCTAGCGAGGCATACATTCCAACCAAAGGTGTATCAAGAATATCTG 

AAATTAAAGGTAGTTGAATCTCTATTTGTTGTTGTTATTACCGCTTATTATCCCATAGTT 

GAGACGACCAAGATTCAAACATGCAAATGTATGCACCATATCCATTCTAAACATAGTTT^ 

TCGAACGTTCAGAGCTTAAAGGGACy^TTATTTTAGAAACTGAATTT^ 

TAACATCGTATCTGTAAAGTCTACAAAATTTTTTATCCATCAAAAATTAAAACAAAGAAA 

ACTGCCAAACTGAATATGAGGAACTTTCCTCTCTAGGAATGACTTAGTGAATGTACAGTG 

ACTTGTGGAAAATATGATTAGATTTTGAGCGGGTGATGCGACTTAACAGTCTCATTGCCT 

AAGAAATATCCAAATTTGTGGTTCATGCTCTCCCCCAAGATATGACGATGAGAGCTCGTT 

TAAAATTTTGTCTTCTTCCGAACAGTTATGAAAAAACTATTACGTGTTTTTATGATATCC 

TTACTAACTTGTCATTTTTTTATAAAATTATTTTTTTAACAGTTTTGTCAAGACT^ 

TGGTAAGACCATCACTTTGGAAGTTGAATCTTCTGACACTATTGACAATGTCAAGTCAAA 

GATTCAAGACAAGGAAGGTATCCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCA 

ATTGGAAGACGGTAGAACCTTGTCTGACTACAACATTCAAAAAGAATCCACTTTGCACTT 

AGTCTTGAGATTGAGAGGTGGTATCATTGAACCATCTTTGAAAGCTTTGGCTTCCAAGTA 

CAACTGTGACAAATCTGTTTGCCGTAAGTGTTATGCTAGATTGCCACCAAGAGCTACCAA 

CTGTAGAAAGAGAAAGTGTGGTCACACCAACCAATTGCGTCCAAAGAAGAAGTTAAAAT6 

A 

Y1L148W, 128 aa (SEQ ID NO 138) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGIIEPSLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQ 
LRPKKKLK 
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YIL150C, 2216 bp, CDS: 501-2216 {SEQ ID NO 139) 

AATATTCAACCTGAAGTTGCAGTCAAAGCGGCGATTAACTTTTCCAACGTAACCGATCTA 

ACTAACAATAGCACCGATGGAGCAAAAATAACAGAAATTGGAAGTACATCTAAACGGCCA 

ATTGAGAGCGGTACATCTTCTGATCCAGACACCAAAAAGGTTAAAGAGAGTCCAGCAAAT 

GATCAAGCTTCCAACGAGTGATGTAATATTAAACAATGTAATTATATAAATATGAAACAT 

CTACATATTTTAAATGTCACTAATGTCATTACAGAGGACATAAAGTGATTTATGACACAT 

GTTTCTTGGATGCGCAAACCCACCTTTTCTAACACCACTAAGAAATATCAACTTTATAGG 
CCATCGAAGATAAAGGAACGTAAGTTTGTCAATTCAACCTCACATTTTCAACGCACATTA 
AGCACTTGGTTCGTGGAGAAATGAATGATCCTCGTGAAATTTTAGCGGTTGATCCGTACA 
ATAATATTACTTCTGATGAAGAGGATGAGCAAGCCT^TCGCGAGAGAACTTGAATTTATGG 
AACGAAAGAGGCAGGCCTTAGTGGAACGATTAAAAAGAAAGCAAGAATTTAAGAAACCCC 
AGGATCCTAATTTTGAAGCCATCGAGGTACCTCAATCTCCTACCAAAAACCGTGTGAAAG 
TGGGGTCTCATAATGCTACACAACAAGGCACAAAATTCGAAGGTTCGAATATTAATGAAG 
TAAGGTTATCTCAATTACAGCAGCAACCAAAACCACCAGCTAGTAC7>lAC(^CATACTTTA 
TGGAGAAATTTCAAAACGCAAAGAAGAACGAAGATAAACAAATTGCCAAGTTTGAAAGCA 
TGATGAATGCAAGAGTACATACGTTCAGTACCGATGAGAAGAAATATGTGCCGATAATCA 
CAAACGAATTAGAAAGCTTTTCAAATCTTTGGGTTAAAAAGAGGTACATACCTGAAGATG 
ACTTAAAACGGGCTTTGCATGAGATCAAAATCCTTCGGTTGGGCAAACTTTTTGCTAAAA 
TTCGCCCACCTAAATTTCAAGAGCCTGAATACGCCAACTGGGCCACCGTAGGCCTCATTA 
GCCACAAATCGGACATCAAATTTACATCATCTGAAAAGCCAGTCaAATTCTTCATGTTCA 
CCATAACGGACTTTCAGCATACACTAGATGTTTATATCTTCGGGAAAAAGGGTGTAGAAA 
GATATTATAATCTTCGCCTGGGTGATGTGATAGCAATATTAAACCCAGAAGTACTACCAT 
GGAGACCCTCAGGGCGAGGAAATTTTATCAAATCCTTCAACCTTCGAATTAGTCATGACT 
TCAAATGTATCCTGGAGATAGGTTCAAGTAGAGATTTAGGTTGGTGTCCCATAGTGAATA 
AAAAGACTCACAAAAAATGTGGCTCTCCCATTAACATATCTCTTCATAAGTGTTGCGATT 
ACCATAGAGAAGTGCAATTTCGTGGAACAAGTGCTAAAAGAATTGAATTAAATGGTGGGT 
ACGCCTTGGGCGCGCCTACGAAAGTGGACTCTCAACCAAGCCTATATAAGGCCAAAGGGG 
AAAACGGGTTTAATATAATCAAAGGTACTCGTAAGCGCCTGTCAGAA6AGGAGGAAAGAC 
, TTAAAAAGAGCTCTCACAATTTTACGAATAGTAATTCTGCCAAAGCATTTTTCGACGAGA 
AATTTCAGAATCCAGATATGCTGGCAAACTTAGACAATAAAAGAAGGAAAATAATAGAAA 
CTAAGAAATCGACAGCACTGAGCCGCGAACTAGGCAAAATTATGAGAAGGAGGGAATCCA 
GCGGATTAGAAGATAAGAGCGTCGGAGAGCGACAGAAAATGAAACGAACCACAGAAAGTG 
CCCTCCAGACAGGGCTTATCCAACGCCTAGGATTCGATCCCACTCATGGAAAAATTTCCC 
AAGTACTCAAGTCTTCTGTATCAGGGAGCGAACCTAAGAACAACTTACTCGGTAAAAAAA 
AAACTGTTATAAACGATCTCTTGCATTACAAGAAGGAAAAAGTCATTCTCGCACCTTCT^ 
AGAACGAATGGTTCAAGAAAAGAAGCCATCGCGAAGAAGTTTGGCAAAAACATTTCGGAT 
CCAAGGAAACTAAAGAAACTTCTGACGGTAGTGCCAGCGATCTTGAGATAATATAA 

YIL150C, 571 aa (SEQ ID NO 140) 

MNDPREILAVDPYNNITSDEEDEQAIARELEFMERKRQALVERLKRKQEFKKPQDPNFEA 
lEVPQSPTKNRVKVGSHNATQQGTKFEGSNINEVRLSQLQQQPKPPASTTTYFMEKFQNA 
KKNEDKQIAKFESMMNARVHTFSTDEKKYVPIITNELESFSNLWVKKRYIPEDDLKRALH 
EIKILRLGKLFAKIRPPKFQEPEYANWATVGLISHKSDIKFTSSEKPVKFFMFTITDFQH 
TLDVYIFGKKGVERYYNLRLGDVIAILNPEVLPWRPSGROJFIKSFNLRISHDFKCILEI 
GSSRDLGWCPIVNKKTHKKCGSPINISLHKCCDYHREVQFRGTSAKRIELNGGYALGAPT 
KVDSQPSLYKAKGENGFNIIKGTRKRLSEEEERLKKSSHNFTNSNSAKAFFDEKFQNPDM 
LANLDNKRRKIIETKKSTALSRELGKIMRRRESSGLEDKSVGERQKMKRTTESALQTGLI 
QRIX3FDPTHGKISQVLKSSVSGSEPKNNLLGKKKTVINDLLHYKKEKVILAPSKNEWFKK 
RSHREEVWQKHFGSKETKETSDGSASDLEI I 

YIL167W, 1133 bp, CDS: 501-1133 (SEQ ID NO 141) 

GACATTTTGAAAAAATTACATTTATAGAAGTTTATTATAACGTAACAGTTAACAACAAAG 
GCTCATAGTCCGAGATCAATATAATAAATTATTCAAGGTTTAAGGAAGAAGTTACCATGG 
AAATGACTTACTATGAAAAGACACCTTTGATTCGTCAATTTTTGAACAATGGTAAGACAA 
ATTCGTGGTTTTACGTTAAGCATGAGATGTTACAACCAGGTGGAAGTTTCAAATCGAGAG 
GAATCGGGCATTTGATAAGGAAGAGTAATGAAGAAGCGCTAAGCGAGGGTTCTGGGAAGC 
TT6CTGTATTTTCTAGCTCTGGGGGAAATGCTGGTTTAGCAGCAGCAACTGCCTGCAGAT 



FIG. 1-48 



[PrintjBd: 17-08:2000 1 



|02-07-1999] 



|Era9870T41j] 



(draw^ ^ 



CGATGGCACTTAATTGCAGTGTAGTGGTTCCTAAAACTACAAAACCTAGAATGGTAAAGA 

AAATTCAAAGTGCAGGAGCCAAAGTCATTATCCATGGTGATCATTGGGGGGAAGCAGATG 

AATACTTGAGGCACGAATGAATGGCGCAAGAAAGCCAACATGGTTCGAAGACACTATATG 

TGCACCCGTTTGATAACGAGACAATTTGGGAAGGTCATTCTAC6ATTGTGGATGAAATCA 

TAGAACAATTGAAGGAAAATGATATATCCTTACCTAGGGTGAAAGCTTTGGTTTGTAGTG 

TTGGTGGTGGTGGGCTATTTAGTGGCATAATTAAAGGCCTAGATAGGAATCAGCTTGCTG 

AAAAAATTCCGGTCGTTGCTGTAGAAACTGCCGGTTGTGACGTATTGAATAAGTCTCTCA 

AAAAAGGTAGTCCAGTTACTCTTGAAAAATTGACAAGTGTTGCy^CTTCTTTGGCCTCCC 

CATAO^TAGCATCa^TTCGCGTTTGAGAGTTTTAACAAGTATGGATGTAAGTCTGTAGTTT 

TATa^GATCAAGACGTTCTGGCAAO^TGCITGAGATATGCCGATGACTACAATTTTA^^ 

TGGAACCAGCCTGTGGAGCATCCTTACATTTATGTTATCATCCAGAGATTCTTGAAGACA 

TTCTGGAAOU^AAAATATATGAGGATGATATCGTTATTATAATCGCATGCXMTGGAT^ 

GTATGACGTATGAAGACTTGGTGAAAGCGTCGAGCACATTAAACGTATCATAA 

YIL167W, 210 aa (SEQ ID NO 142) 

MAQESQHGSKTLYVHPFDNETIWEGHSTIVDEIIEQLKENDISLPRVKALVCSVGGGGLF 
SGIIKGLDRNQLAEKIPWAVETAGCDVLNKSLKKGSPVTLEKLTSVATSLASPYIASFA 
FESFNKYGCKSWLSDQDVLATCLRYADDYNFIVEPACGASLHLCYHPEILEDILEQKIY 
EDDIVIIIACGGSCMTYEDLVKASSTLNVS 

YJL034W, 2549 bp, CDS: 501-2549 (SEQ ID NO 143) 

CCATGAACTCAGCATGTGCTACTCCAGTTAATGACTTGTTCGTATCGTTCATGCCATAAG 

CCATCACCTGGCCAGTTGGCGTATGTACAAAGATGCAAGCTACCGGTGTCTCATCGTGGT 

Cy^GAGCGTATCTAGCCAAACGGACAGCT<5TCCTCATATGTTTAATATGCTGCATAGTGT 

GAGTCCTCTAGTTTTTACCGCAGCCACCAGCCGCTTCTCGAGCAAAGTGTAGATCCCATT 

AGGACTCATCATTCATCTAATTTTGCTATGTTAGCTGCAACTTTCTATTTTAATAGAACC 

TTCTGGAAATTTCACCCGGCGCGGCACCCGAGGAACTGGACAGCGTGTCGAAAAAGTTGC 

TTTTTTATATAAAGGACACGAAAAGGGTTCTCTGGAAGATATAAATATGGCTATGTAATT 

CTAAAGATTAACGTGTTACTGTTTTACTTTTTTAAAGTCCCCy^GAGTAGTCTCAAGGGA 

AT^GCGTATCAAACaiTACa^TGTTTTTCAACAGACTAAGCGCTGGCAAGCTGCTGG 

CACTCTCCGTGGTCCTGTACGCCCTTTTCGTGGTAATATTACCTTTACAGAATTCI^ 

ACTCCTCCAATGTTTTAGTTAGAGGTGCCGATGATGTAGAAAACTACGGAACTGTTATCG 

GTATTGAOTTAGGTACTACTTATTCrTGTGTTGCTGTGATGAAAAATGGTAAGACTC 

TTCTTGCTAATGAGCAAGGTAACAGAATCACCCCATCTTACGTGGCATTCACCGATGATG 

AAAGATTGATTGGTGATGCTGCAAAGAACCAAGTTGCTGCCAATCCTCAAAACACCATCT 

TCGACATTAAGAGATTGATCGGTTTGAAATATAACGACAGATCTGTTCAGAAGGATATCA 

AGCACTTGCCATTTAATGTGGTTAATAAAGATGGGAAGCCCGCTGTAGAAGTAAGTGTCA 

AAGGAGAAAAGAAGGTTTTTACTCCAGAAGAAATTTCTGGTATGATCTTGGGTAAGATGA 

AACAAATTGCCGAAGATTATTTAGGCACTAAGGTTACCCATGCTGTCGTTACTGTTCCTG 

CTTATTTCAATGACGCGCAAAGACAAGCCACCAAGGATGCTGGTACCATCGCTGGTTTGA 

ACGTTTTGAGAATTGTTAATGAACCAACCGCAGCCGCCa^TTGCCTACGGTTTGGATAAAT 

CnX5ATAAGGAACATa^TTATTGTTTATGATTTGGGTGGTGGTACTTTCGATGTC^ 

TATTGTCTATTGAAAACGGTGTTTTCGAAGTCCAAGCCACTTCTGGTGATACTCATTTAG 

GTGGTGAAGATTTTGACTATAAGATCGTTCGTCAATTGATAAAAGCTTTCAAGAAGAAGC 

ATGGTATTGATGTGTCTGACAACAACAAGGCCCTAGCTAAATTGAAGAGAGAAGCTGAAA 

AGGCTAAACGTGCCTTGTCCAGCCAAATGTCCACCCGTATTGAAATTGACTCCTTCGTTG 

ATGGTATCGACTTAAGTGAAACCTTGACCAGAGCTAAGTTTGAGGAATTAAACCTAGATC 

TATTCAAGAAGACCTTGAAGCCTGTCGAGAAGGTTTTGCAAGATTCTGGTTTGGAAAAGA 

AGGATGTTGATGATATCGTTTTGGTTGGTGGTTCTACTAGAATTCCAAAGGTCCAACAAT 

TGTTAGAATCATACTTTGATGGTAAGAAGGCCTCCAAGGGTATTAACCCAGATGAAGCTG 

TTGCATACGGTGCAGCCGTTCAAGCTGGTGTCTTATCCGGTGAAGAAG6TGTCGAAGATA 

CTCCATTAATTAAGAGAAATACTGCTATTCCTACAAAGAAATCCCAAATTTTCTCTACTG 
CCGTTGACAACCAACCAACCGTTATGATCAAGGTATACGAGGGTGAAAGAGCCATGTCTA 
AGGACAACAATCTATTAGGTAAGTTTGAATTAACCGGCATTCCACCAGCACCAAGAGGTG 
TACCTCAAATTGAAGTCACATTTGCACTTGACGCTAATGGTATTCTGAAGGTGTCTGCCA 
CAGATAAGGGAACTGGTAAATCCGAATCTATCACCATCACTAACGATAAAGGTAGATTAA 
CCCAAGAAGAGATTGATAGAATGGTTGAAGAGGCTGAAAAATTCGCTTCTGAAGACGCTT 
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CTATCAAGGCCAAGGTTGAATCTAGAAACAAATTAGAAAACTACGCTCACTCTTTGAAAA 
ACC7AGTTAATGGTGACCTAGGTGAAAAATTGGAAGAAGAAGACAAGGAAACCTTATTAG 
ATGCTGCTAACGATGTTTTAGAATGGTTAGATGATAACTTTGAAACCGCCATTGCTGAAG 
ACTTTGATGAAAAGTTCGAATCTTTGTCCAAGGTCGCTTATCCyATTACTTCTAAGTTGT 
ACGGAGGTGCTGATGGTTCTGGTGCCGCTGATTATGACGACGAAGATGAAGATGACGATG 
GTGATTATTTCGAACACGACGAATTGTAG 

YJL034W, 682 aa (SEQ ID NO 144) 

MFFNRLSAGKLLVPLSVVLYALFWILPLQNSFHSSNVLVRGADDVENYGTVIGIDLGTT 
YSCVAVMKNGKTEILANEQGimiTPSYVAFTDDEIU.IGDAAKNQVAANPQNTIFDIKIU^I 
GLKYKTORSVQKDIKHLPFOTVNKIXSKPAVEVSVKGEKKVFTPEEISGMILGKMKQIAEDY 
LGTKVTHAVVTVPAYFNDAQRQATKDAGTIAGLNVLRIVNEPTAAAIAYGLDKSDKEHQI 
IVYDLGGGTFDVSLLSIENGVFEVQATSGDTHLGGEDFDYKIVRQLIKAFKKKHGIDVSD 
NNKAIJ^KREAEKAKRALSSQMSTRIEIDSFVDGIDLSETLTRAKFEELNLDLFKKTLK 
PVEKVLQDSGLEKKDVDDIVLVGGSTRIPKVQQLLESYFDGKKASKGINPDEAVAYGAAV 
QAGVLSGEEGVEDIVLLDVNALTLGIETTGGVMTPLIKRNTAIPTKKSQIFSTAVDNQPT 
VMIKVYEGERAMSKDNNLLGKFELTGIPPAPRGVPQIEVTFALDANGILKVSATDKGTGK 
SESITITNDKGRLTQEEIDRMVEEAEKFASEDASIKAKVESRNKLENYAHSLKNQVNGDL 
GEKLEEEDKETLLDAANDVLEWLDDNFETAIAEDFDEKFESLSKVAYPITSKLYGGADGS 
GAADYDDEDEDDDGDYFEHDEL 

YJL035C, 1253 bp, CDS: 501-1253 (SEQ ID NO 145) 

TACCTAA6TCAATACCGATAACAGTTCCGTAGTTTTCTACATCATCGGCACCTCTAACTA 

AAACATTGGAGGAGTGGAAAGAATTCTGTAAAGGTAATATTACCACGAAAAGGGCGTACA 

GGACCACGGAGAGTGGTACCAGCAGCTTGCCAGCGCTTAGTCTGTTGAAAAACATGGTAT 

GTTTGATACGCTTTTTCCCTTGAGACTACTCTTGGGGACTTTAAAAAAGTAAAACAGTAA 

CACGTTAATCTTTAGAATTACATAGCCATATTTATATCTTCCAGAGAACCCTTTTCGTGT 

CCTTTATATAAAAAAGCAACTTTTTCGACACGGTGTCCAGTTCCTCGGGTGCCGCGCCGG 

GTGAAATTTCCAGAAGGTTCTATTAAAATAGAAAGTTGCAGCTAACATAGCAAAATTAGA 

TGAATGATGAGTCCTAATGGGATCTACACTTTGCTCGAGAAGCGGCTGGTGGCTGCGGTA 

AAAACTAGAGGACTCACACTATGCAGCATATTAAACATATGAGGACAGCTGTCCGTTTGG 

CTAGATACGCTCTTGACCACGATGAGACACCGGTAGCTTGCATCTTTGTACATACGCCAA 

CTGGCCAGGTGATGGCTTATGGCATGAACGATACGAACAAGTCATTAACTGGAGTAGCAC 

ATGCTGAGTTCATGGGGATCGATCAGATCAAGGCGAT6TTGGGCTCCCGAGGAGTTGTTG 

ACGTGTTCAAAGACATTACTCTATATGTTACTGTAGAACCGTGTATAATGTGTGCATCTG 

CTCTCAAGCAATTAGACATTGGAAAGGTGGTGTTCGGTTGTGGCAACGAGAGATTTGGAG 

GCAACGGTACTGTCTTGTCAGTAAATCATGATACGTGTACATTAGTGCCCAAGAACAATA 

GTGCGGCAGGGTACGAGAGTATACCGGGGATCTTGAGGAAAGAAGCAATAATGCTGCTGA 

GATACTTTTATGTAAGACAAAATGAAAGGGCGCCAAAGCCACGGTCCAAGAGTGACAGAG 

TGTTGGATAAAAACACGTTTCCGCCTATGGAATGGTCAAAGTATCTTAATGAAGAAGCAT 

TCATTGAGACTTTTGGTGATGATTACAGGACTTGTTTTGCGAATAAAGTTGACTTGTCCA 

GTAATAGCGTCGATTGGGATTTGATTGACTCCCACCAAGATAATATAATCCAAGAACTGG 

AAGAACAATGCy^AAATGTTTAAGTTTAATGTACATAAGAAATCTAAGGTTTGA 

YJL035C, 250 aa (SEQ ID NO 146) 

MQHIKHMRTAVRLARYALDHDETPVACIFVHTPTGQVMAYGMNDTNKSLTGVAHAEFMGI 
DQIKAWILGSRGVVDWKDITLYVTVEPCIMCASALKQLDIGKVVFGCGNERFGGNGTVLS 
VNHDTCTLVPKlOTSAAGYESIPGILRKEAIMLLRYFyVRQNERAPKPRSKSDRVLDKNTF 
PPMEWSKYIJ!JEEAFIETFGDDYRTCFANKVDLSSNSVDWDLIDSHQDNIIQELEEQCKMF 
KFNVHKKSKV 

YJL070C, 3167 bp, CDS: 501-3167 (SEQ ID NO 147) 

TCCCCTGATGGTCAAATACTGTGCATGGCATCCCGTGCAGTCAAGGATGCTTTGAGACTA 

GTTCATCTGCCTTCTTGTAGCGTGTTCAGCAACTGGCCTACCAGCGGGACGCCTTTGGGT 

AAAGTTACCAGTGTCGCATTTTCGCCATCTGGTGGGCTACTGGCCGTGGGTAACGAACAA 

GGTAAAGT6A<3GCTCTGGAAATTAAACCACTACTAAATTTCCATTTATAGACAAACTTAG 

ATATTAAAAGCAATGTACAAATACATACACAAAATATCACTGTAAAAAAATTGCGAAGAA 

ACTTGAAATTGAATATGATTCTGCCCACTTTTTTCTTGCTGTCATTTATAGTCAGAAATG 
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aaaaattgtccgagaaattaaatataatatatggaaaaaaaggk3gacattgagtttaaag 

aatttgattaaaatgtcctctcaatatcctctgtaagagttatctaaatctcact^ 

tattcatctcgctgggaattatgcaggcggtagagagaaggccctcgttactctttgacg 

aatatcaaaattctgttactaagcctaatgagacgaagaataaagaagccagggtcttgt 

cagagaatgacggtgatgtctccccatctgttttgaaacagaaggaaatatcagtcgatg 

atatggatatgatttctttgcccacggaatttgacaggcaaatggttttaggttcaccta 

tgtttttcgatcttgaagacgaagaaaacaaaattgatccacttccttcagtttc 

attatggaaatggagaaagtgacagctttgtctcatcgtacacgccctcaaatctgaaaa 

cgggtgaagaaactaaagatcttttcattaatccgtttgaattggtttctcaaatgaga^ 

aaagatacattgctgcttccaaacaagatggcatttcaaacataaaaaatgacactgaaa 

agtggtttttatacco^aaaccactgccaaagtttrotagatttgaagacgataaacgat 

tccaagatccctctgactctgacttaaatgacgatggagacagtactgggaccggagccxs 

ctacaccgcaccgccatggctactattacccaagttactttaccgatcactactactact 

acacaaaatctggtttgaaaggaaaaggaaatataaaagtaccatacaccggtgaatatt 

tcgatttagaggattacaaaaaacaatacatttaccatttaagtaatcaggaaaataas^ 

aaaacccactttcaccttattctagtaaggaggagtcactagaggaagaatttttaacag 

atgtgcctacgtttcaagaatttagggatgattttgcatacataatagagtt;^ 

ctcataaattcaacgaggtttcacgaaagcgattatcttatttattagataaatttgaat 

tgtttcagtacctaaactctaagaaagaaattttagctaataaaaatgttccctacagag 

atttttataattctcgtaaggtagatcgagacttgtctttaagtggttgtatttctcaac 

gtcaattgagtgaatatatatgggagaaaataaatttagaacctgaaaggatagtttatc 

aagacccggaaacgtcaaggaaactcagtttgagagacy^tttttcagtttggttgttctt 

ctaatgaccaacccattgcgattgggttgaaattgattgatgatgaatrcttg^ 

ATAGAAATATTTACCTAATAGATTACCATCTAACTCCTAACAAAGTAGCAAAGTTGGTCG 

GCAAAGAAATGAGGTTTTACCTATTAGCCy^GTCTTTCTGGAGTTTGATAATT"TCA^^ 

AAGGTGAGTACCTAGCAGAAATTTTCATAAAATACGTTATTCATATCCTCGAAAAATCAA 

AGTACCAATTGGCCCAAGTATC».GTTAATTTTCAATTCTATTCCAGTGGTGAAGA(:yi^ 

ACAAGAAATTTTCTCAATGGTTGCTACGATGGAAGCTAGTATCGTATAATATCCGCTGGA 

ATATACAAATTGCCAGGATTTTTCCCAAACTATTCAAGGAAAATGTCGTGTCAAATTTCC 

AGGAGTTTTTGGATCTTATCTTCAATCCTTTATTCACTCTGGAAAAGGAGCAGTTACCAA 

TAGATTCATCTGTAAATACTGATATCATTGGTCTGCAGTTTTTTTTATCAAATGTGTGTT 

CTATGGATCTGGTCATTAAAGAGTCGGATGAATATTACTGGAAAGAATTTACTGATATGA 

ATTGTAAGCCAAAATTTTGGACAGCACAGGGTGACAATCCAACTGTTGCGCATTACATGT 

ATTATATTTATAAAAGTTTAGCGAAAGTTAATTTTCTGCGGTCAC7VAAATCTTCAAAATA 

C?^TCACCCTAAGAAATTATTGTTCTCCACTATCCAGCAGAACTTCCCAATTT^ 

ATTTATATTTTACAGATCAAGTTGAATCGTTAGTGTGCAACTTACTGCTTT6TAATGGTG 

GTCTGCTACAGGTAGAACCGCTTTGGGATACTGCAACa^TGATTCAATATTTATTTTATC 

TCTTTCAAATACCCATTTTAGCTGCGCCy^TTATCATCTGTTTCATTACTGAATTCGCAAA 

AATCGACCTTTTTGAAGAATAAAAACGTGCTTCTAGAACATGATTATTTGAAAGACCAGG 

AAACAGCCAAAATCAATCCTTCTAGAGATATCACTGTGGGCGAACAAAGATCATATGAGA 

CAAATCCTTTCATGAAAATGTTTAAGATGGGACTAAAAATTTCTTTATCATCAAAATCGA 

TTCTTTACAATAGTTCATACACGCTAGAACCTCTCATTGAAGAATACAGTGTAGCAGCAA 

GTATTTACTTGCTGAACCCAACAGATTTGTGCGAGTTGTCGAGAACAAGTGTGCTATCTA 

GTGGCTATGAAGGTTGGTACAAGGCTCATTGGATTGGCGTTGGAGTTAAAAAGGCGCCTT 

ACTTTGAGGAGAACGTGGGTGGGATAGATAATTGGTACGATACAGCGAAAGATACCTCGA 

TAAAGCACAACGTTCCGATGATTAGAAGAAGATATAGAAAGGAGACATTGGATCAAGAGT 

GGAACTTCGTTCGGGATCACTTTGGAGTAATTAACTCCATTTGGTAG 

YJL070C, 888 aa (SEQ ID NO 148) 

MQAVERRPSLLFDEYQNSVTKPNETKNKEARVLSENDGDVSPSVLKQKEISVDDMDMISL 
PTEFDRQMVLGSPMFFDLEDEENKIDPLPSVSHHYGNGESDSFVSSYTPSNLKTGEETKD 
LFINPFELVSQMRKRYIAASKQIXJISNIKNDTEKWFLYPKPLPKFWRFEDDKRFQDPSDS 
DLNDDGDSTGTGAATPHRHGYYYPSYFTDHYYYYTKSGLKGKOaiKVPYTGEYFDLEDYK 
KQYIYHLSNQENTQNPLSPYSSKEESLEEEFLTDVPTFQEFRDDFAYIIELIQSHKFNEV 
SRKRLSYLLDKFELFQYUJSKKEILANKNVPYRDFYNSRKVDRDLSLSGCISQRQLSEYI 
WEKINLEPERIVYQDPETSRKLSLRDIFQFGCSSNDQPIAIGLKLIDDEFLDWYRNIYLI 
DYHLTPNKVAKLVGKEMRFYLLAKVFLEFDNFIEGEYLAEIFIKYVIHILEKSKYQLAQV 
SWFQFYSSGEDWYKKFSQWLLRWKLVSYNIRWNIQIARIFPKLFKENWSNFQEFLDLI 



FIG. 1 - 



51 




102-07^19991 



iDRAvy? : I 



FNPLFTLEKEQLPIDSSVNTDIIGLQFFLSNVCSMDLVIKESDEYYWKEFTDMNCKPKFW 
TAQGDNPTVAHYMYYIYKSLAKVNFLRSQNLQNTITLRNYCSPLSSRTSQFGVDLYFTDQ 
VESLVCNLLLCNGGLLQVEPLWDTATMIQYLFYLFQIPILAAPLSSVSLLNSQKSTFLKN 
KNVLLEHDYLKDQETAKINPSRDITVGEQRSYETNPFMKMFKMGLKISLSSKSILYNSSY 
TLEPLIEEYSVAASIYLLNPTDLCELSRTSVLSSGYEGWYKAHWIGVGVKKAPYFEENVG 
GIDNVmDTAKDTSIKHWPMIRRRYRKETLDQEWNFVRDHFGVINSIW 

YJL078C, 3146 bp, CDS: 501-3146 (SEQ ID NO 149) 

TTTTTCTTCGCACATGGCTGGTTCTGCTGGAGGCGGCTGGGTGTTTATAGTTACCGCAAT 

GCAGGTCGCTTCGTTTACTTTTCTCTGCGTGCTCGAGAACTGATAAATACTGGTTTAGGA 

AAACCGTCCACTTATGGATTTAACAAGGAGGTGAAAGGTAGGTACCATGGCAATATAGCT 

AGCAACGCTACGCACTAGCTGTGTGTGCTTGCTCTCnTGTGTTCGTCTTTC 

GGGTTCCCGCGGTTAATTCAACAACAAATATGGTATCTAGGCAGGGACCCAGCAACGGAA 

GGATGTAATTGCTATATAGGGCCGATGAAACAGTTCTCATGTTTCAACTCGGTCGAAGAA 

TTCTCTAAAACATATTCTATACTTCAAAGTTTTTAGCTTCTTGCTTTTCGGTA6TTGCCA 

AACCAATATCGGCATAAAATTATAATTGCTGCACCCCTGCAACTCCAAACAACTTAAAAC 

AACTTAAAACGAAAACGCTTATGCTGGAGTTTCCAATATCAGTTCTGCTAGGATGCCTAG 

TAGCCGTCAAGGCACAAACCACGTTTCCAAACTTCGAGAGCGATGTGCTGAACGAGCATA 

ACAAGTTCAGAGCGCTACATGTTGACACAGCGCCGCTCACCTGGTCCGACACTCTGGCCA 

CCTATGCGCAGAACTACGCCGACCAATATGATTGTTCGGGTGTCTTAACGCATTCCGATG 

GCCCATATGGTGAGAACCTTGCCCTTGGTTACACAGACACGGGAGCGGTGGACGCCTGGT 

ACGGGGAGATAAGCAAGTATAATTATTCAAATCCCGGATTTTCTGAATCCACGGGTCACT 

TCACACAGGTGGTTTGGAAGTCAACCGCCGAGATTGGATGTGGTTATAAATATTGTGGTA 

CGACATGGAACAATTATATTGTGTGCTCCTACAACCCTCCTGGAAACTACCTGGGTGAGT 

TTGCAGAGGAAGTGGAACCACTTATAAGCACTGTTTCCTCGTCCTCATCCTCGTCCTCTT 

CTACCTCAACTACATCAGACACAGTCTCCACCATCTCATCCAGTATTATGCCCGCTGTAG 

CGCAAGGGTATACAACAACGGTATCGTCTGCGGCTAGCAGCAGTTCTTTAAAATCGACGA 

CCATAAACCCTGCCAAGACCGCTACCCTCACTGCGTCCTCTTCTACCGTAATTACTAGTA 

GCACAGAATCAGTTGGATCCTCCACTGTCTCATCAGCCTCAAGCTCTTCTGTCACTACTT 

CCTATGCTACCTCCTCGAGTACCGTCGTCTCTAGTGATGCTACTTCATCCACTACCACCA 

CCTCATCGGTTGCTACATCGTCCAGTACCACTTCTTCCGACCCTACCTCGAGCACTGCTG 

AGAACGCCGCTTCTTCTAGCAGCGCCATCTCGAGCTCTTCATCAATGGTTTCTGCTCCTT 
TGAGTAGTACTCTTACTACTTCCACCGCAAGCTCCAGAAGTGTAACTTCCAATTCAGTTA 
ATTCTGTTAAGTTTGCAAACACAACTGTGTTTTCTGCTCAAACAACCTCTTCTGTAAGCG 
CCTCATTATCATCATCTGTAGCTGCTGACGATATTCAGGGTAGCACTTCCAAGGAGGCCA 
CAAGCTCAGTTTCCGAACATACTAGTATAGTAACTAGTGCAACTAATGCTGCCCAATATG 
CAACGAGACTTGGGTCATCTTCCAGAAGTTCTTCCGGGGCCGTCTCTTCCTCA6CTGTGT 
CGCAATCTGTTCTGAATTCCGTTATAGCCGTCAACACaSACGTATCTGTAACCTCAGTTA 
GTAGCACAGCCCATACCACAZ^GGACACCGCCACCACTTCAGTAACCGCCTCAGAAAGTA 
TCACTTCGGAAACTGCTCAGGCTTCAAGTTCAACAGAGAAGAATATTAGTAACAGTGCCG 
CCACATCGAGTAGCATTTACTCCAACAGTGCTTCTGTGTCAGGACACGGTGTAACATACG 
CTGCCGAATACGCCATTACATCCGAGCAATCCTCTGCGCTTGCCACATCTGTGCCTGCTA 
CAAATTGCTCTAGTATCGTGAAGACCACAACTTTAGAAAATTCGAGTACCACAACCATCA 
CAGCCATTACTAAGAGTACTACAACCTTGGCCACTACTGCTAACAACTCCACAAGGGCAG 
CTACCGCAGTAACCATAGATCCCACATTGGACCCTACCGACAACTCAGCTAGTCCAACCG 
ACAATGCTAAACACACCTCTACATATGGATCTTCTTCCACAGGCGCATCTTTAGATAGCT 
TACGCACAACCACCAGTATTAGTGTCTCAAGCAACACCACACAGTTAGTCTCTACCTGCA 
CTTCCGAGAGCGATTATTCCGATAGTCCTAGCTTCGCCATCTCCACTGCCACCACCACTG 
AAAGCAATCTGATCACAAACACCATCACAGCTTCTTGTAGTACGGATAGTAATTTCCCTA 
CCTCCGCTGCTTCTTCTACAGATGAGACGGCCTTCACTAGAACAATCTCGACATCTTGTA 
GCACTTTGAACGGCGCCTCAACCCAAACCAGTGAGCTAACCACATCGCCTATGAAAACCA 
ACACGGTGGTTCCy^GCTTCTTCTTTCCCTTCmCTACAACCACTTGTCTAGAAAATGATG 
ACACTGCCTTTTCTAGTATCTACACTGAAGTCAACGCCGCAACTATCATTAACCCCGGAG 
AAACATCTTCTCTCGCTAGCGATTTCGCCACATCTGAAAAGCCAAACGAGCCCACTTCTG 
TCAAATCCACCTCAAACGAAGGCACCTCTTCCACAACAACAACCTACCAACAGACTGTTG 
CTACACTGTATGCCAAGCCCTCCAGCACAAGCCTAGGTGCAAGAACAACTACTGGTAGCA 
ACGGTCGTTCAACTACCAGCCAACAAGACGGGTCTGCCATGCATCAGCCAACTTCCTCGA 
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TCTACACTCAACTAAAAGAAGGCACATCAACCACCGCAAAACTTTCTGCATACGAAGGTG 

CTGCAACACCTCTTTCCATTTTCCAGTGCAATAGTCTAGCTGGAACGATTGCCGCnT^ 

TCGTAGCTGTTCTGTTCGCCTTCTAG 

YJL078C, 881 aa (SEQ ID NO 150) 

MLEFPI SVLLGCLVAVKAQTTF PNFESDVLNEHNKFRALHVDTAPLTWSDTLATYAQNYA 
DQYDCSGVLTHSDGPYGENLALGYTDTGAVDAWYGEISKYNYSNPGFSESTGHFTQWWK 
STAEIGCGYKYCGTTWNNYIVCSYNPPGNYLGEFAEEVEPLISTVSSSSSSSSSTSTTSD 
TVSTISSSIMPAVAQGYTTTVSSAASSSSLKSTTINPAKTATLTASSSTVITSSTESVGS 
STVSSASSSSVTTSYATSSSTWSSDATSSTTTTSSVATSSSTTSSDPTSSTAAASSSDP 
ASSSAAASSSASTENAASSSSAISSSSSMVSAPLSSTLTTSTASSRSVTSNSVNSVKFAN 
TTVFSAQTTSSVSASLSSSVAADDIQGSTSKEATSSVSEHTSIVTSATNAAQYATRLGSS 
SRSSSGAVSSSAVSQSVLNSVIAVNTDVSVTSVSSTAHTTKDTATTSVTASESITSETAQ 
ASSSTEKNISNSAATSSSIYSNSASVS6HGVTYAAEYAITSEQSSALATSVPATNCSSIV 
KTTTLENSSTTTITAITKSTTTIJ^TTANNSTRAATAVTIDPTLDPTDNSASPTDNAKHTS 
TYGSSSTGASLDSLRTTTSISVSSaJTOLVSTCTSESDYSDSPSFAISTATTTESNLITN 
TITASCSTDSNFPTSAASSTDETAFTRTISTSCSTLNGASTQTSELTTSPMKTNTWPAS 
SFPSTTTTCLENDDTAFSSIYTEVNAATIINPGETSSLASDFATSEKPNEPTSVKSTSNE 
GTSSTTTTYQQTVATLYAKPSSTSLGARTTTGSNGRSTTSQQDGSAMHQPTSSIYTQLKE 
GTSTTAKLSAYEGAATPLSIFQaJSLAGTlAAFWAVLFAF 

YJL179W, 830 bp, CDS: 501-830 (SEQ ID NO 151) 

TTGCATTATCAACTATAATTCCATTTCCTAGAGGAGTTTTTATAGTCCTGCCATCTAATT 

GTAGAGa»J^-TCTTTCCTTTCTCAACATCCCTATTTAGTGACACCTTTTCCCAAAACTTCT 

GTGAAGTTTTGCTCAATCTATTTGTTTCCGTAGGAGTGTTATTCTCAATCGTGTTGT^ 

TCCCCAGTGGCTGGGCATTTAATGAGTAGAATCGGGGCAGTTTa^TCTTATGGAATTC^ 

CAATGAAGCATCCCTTCCTTAATGATGGCAGCATTCCGTATTCTCTTTTGTAGGGTTTCG 

TTTGCCTTCAAGTGTTTTGTTCTTATTTAGCCTTTTCCTTTACCTOAATT^ 

CTCTGAAGAAAATGAATGAGTTTAAAGATATAGCAATTAAAAAGTAACAGTGAAGAAATT 

TCTCAGATGAGCAGATGGGAATTAAAGAACTATCTACAGAGCTCTTTACTAAATTGAATC 

AATAATACATACTTACAAACATGTCACAGATAGCACAAGAAATGACAGTGAGCTTAAGAA 

ACGCCAGGACACAATTGGATATGGTCAATCAGCAGCTAGCATATTTGGACAGACAAGAAA 

AGCTTGCTGAATTGACAAAGAAAGAACTAGAGTCTTATCCAACGGACAAAGTATGGAGAT 

CTTGCGGTAAATCGTTTATCTTACAGGATAAATCCAAATACGTTAATGATTTATCACATG 

CC6AAACTGTTCTTCTGGATCAAAGAAAAACATTAAAGATAAAGAAGAACTATTTAGAAA 

CTACTGTTGAAAAAACAATAGACAATCTAAAGGCATTGATGAAGAATTAA 

YJL179W, 109 aa (SEQ ID NO 152) 

MSQIAQEMTVSLRNARTQLDMVNQQLAYLDRQEKLAELTKKELESYPTDK\A«RSCGKSFI 
LQDKSKYVNDLSHAETVLLDQRKTLKIKKNYLETTVEKTIDNLKALMKN 

YJL180C, 1478 bp. CDS: 501-1478 (SEQ ID NO 153) 
AATAGTTCTTCTTTATCTTTAATGTTTTTCTTTGATCCAGAAGAACAGTTTCGGCATG 
ATAAATCATTAACGTATTTGGATTTATCCTGTAAGATAAACGATTTACCGCAAGATCTCC 
ATACOTTGTCCGTTGGATAAGACTCTAGTTCTTTCTTTGTCAATTCAGCAAGCT^^ 

AGCTCACTGTCATTTCTTGTGCTATCTGTGACyVTGTTTGTAA^^ 

ATTTAGTAAAGAGCTCTGTAGATAGTTCTTTAATTCCCATCTGCTCATCTGAGAAATTTC 
TTCACTGTTACTTTTTAATTGCTATATCTTTAAACTCATTCATTTTCTTCAGAGAAAAGA 
AAAAAATTAAGGTAAAGGAAAAGGCTAAATAAGAACAAAACACTTGAAGGCAAACGAAAC 
CCTACAAAAGAGAATACGGAATGCTGCCyVTCATTAAGGAAGGGATGCTTCATTGTGAATT 
CCATAAGATTGAAACTGCCCCGATTCTACTCATTAAATGCCCAGCCACTGGGGACAGACA 
ACACGATTGAGAATAACACTCCTACGGAAACAAATAGATTGAGCAAAACTTCACAGAAGT 
TTTGGGAAAAGGTGTCACTAAATAGGGATGTTGAGAAAGGAAAGATTGCTCTACAATTAG 
ATGGCAGGACTATAAAAACTCCTCTAGGAAATGGAATTATAGTTGATAATGCAAAGTCTC 
TCTTAGCATACCTATTAAAACTGGAGTGGTCGTCCCTATCCAGTCTTTCCATCAAAACTC 
ACTCnri^CACTAACTTCATTAGTGGCAAGATGCATAGATTTACAAATGACAAATGAGC 
CTGGCTGTGACCCTCAATTAGTTGCAAAGATTGGAGGCAACAGTGATGTTATAAAAAATC 
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AGTTGTTAAGATATTTAGATACCGATACTTTATTGGTCTTTTCCCCTATGAATGAGTTTG 
AAGGAAGATTACGCAATGCGCAAAATGAGTTATATATACCCATCATCAAAGGAATGGAAG 

agtttttacgcaacttttcatccgagtctaatattcgactacaaattttagatgccgaca 
tccatgggttacgaggcaatcagcagtcggatatcgttaagaatgcagcaaaaaaatata 

TGAGCAGCTTATCACCATGGGATCTTGCAATTCTTGAAAAAACTGTATTAACCACAAAGT 
CCTTCATTTGCGGCGTGCTATTATTAGAAAATAAAAAAGATACTGCGAACTTAATTCCCG 

ccttgaaaactgatatggataatattgtacgtgccgccaccttagaaacaatcttccaag 
ttgaaaagtggggagaggttgaagatactcatgacgttgacaaaagagacatcagaagaa 
aaattcatactgctgcgattgctgcttttaagcaataa 

YJL180C, 325 aa (SEQ ID NO 154) 

MLPSLRKGCFIVNSIRLKLPRFYSLNAQPLGTDNTIENNTPTETNW^SKTSQKFWEKVSL 
NM>VEKGKIALQLDGRTIKTPLGNGIIVDNAKSLLAYLLKLEWSSLSSLSIKTHSLPLTS 
LVARCIDLQMTNEPGCDPQLVAKIGGNSDVIKNQLLRYLDTDTLLVFSPMNEFEGRLRNA 
QNELYIPIIKGMEEFLRNFSSESNIRLQILDADIHGLRGNQQSDIVKNAAKKYMSSLSPW 
DLAILEKTVLTTKSFICGVLLLENKKDTANLIPALKTDMDNIVRAATLETIFQVEKWGEV 
EDTHDVDKRDIRRKIHTAAIAAFKQ 

YJL181W, 2336 bp, CDS: 501-2336 (SEQ ID NO 155) 

GCAAGTCAGTACGATGCATCCTTGGATCAAGAAGGTGAGTCTGGAAACGGTGCTTCTAAT 

GGCGATGTTTACCATTATAATGAAGGGGACTTGGCTGCCTCCTTCAAGGGATGTAGATCA 

AGAGGTACGTGTGCTAGTGAAATAGGTCACATGTACCAGAAAATCAAGAAATCTTAGATG 

TGTGTAATCTTGCAATTTAGTTTCAAACAAGATCCTTGTATTTATATAAACAAAGATATA 

j^r|;»p.j.TTAAAAAAAAATTAGAAAAAGCAAATATAATTCAGGTCCCACTTGGAATAATGGCA 

CTGTATTGATGCATTTTCCTTATGCTTAGTGACGCGTTTTCGCGCGTCAGTTTCAAGTT^ 

TTCTTGGCTTTTTTTTTTTCATTTTCGTAAAGGGTCTTAAAAGGATTAAAAAAT^ 

TTGAAATAAAGAACAATTACGAACGGTGAAGCTGCTATTTT6GTTATTATACCCTTCCAG 

GACAGTACGCGCAAACTATTATGGAGATATTCAAGGAAGAAGAAGAAGAAGCTTTTTCGG 

CGATAGAAGGTATAATATATGCCTGTGAGGTGTATGACCCTGTACCCCGTCATTTACATA 

AAAGCAAAACAAAGATCy^TCAATGOTGCTAAATTAATTATAGAAACGCATCTTTCATATT 

ATACAATACTCAATAACATTTCAGATATACAAGCCTATCTTTCTACTTGGCTTAGGGATC 

TTGGAACGACAGGTCCATACCAAACAATTCTTTCAGAAAGTATTTCTCTCATGTTTGACC 

GCACTGTATCTATCTTCAGGAAATGTACGATAGAGGGAGGTTTTCCACATTTGATCGCAC 

GTCTTTATCTCAGATTGAAAAGCTACCAGAAGCTCTTAAACGATGCAGGATTAAAGAATT 

TTTTTTCAAGCTACGATTATGCTTTCGGGGTTGCATACAACCTTGTAAATTGCTCTGAAT 

ACAGGTATGACGAAGTTCATTACATATCGAACGGCACTTACTCATTAGTTGCATC6ATGA 

AGATAGATCCTGCTGAAGTCATTAAAAGGGAACATTTTAGGCTTACAATTCCGAAATTTA 

ACy^TATCTAATATATTAATTGAAATTTTTCATTTGCTCGATGGATTAGCATTTTTTAAGG 

TGAACCCTGATAGTTTATCTATATCTACAGCTTCAGCAGAAACAATCTTTCGCAGTATCT 

CCGAAGGTAATCy^TCAGGTCCTAGAATTGGGGAGAAGTTTAATGTTTCCATTGTTGAGGA 

CTGGAGATTTTGAAATCTGTCGTATTGACGACGCGGGAGCTGTCATAACATTTACAGAAG 

CGAAGGATGTAAAACTAGAAATAATCAGTCTGGATGAAGTTTCCTGGGTAATGCAGTGGA 

AATCTTGTCTTCAAAATTATGAGAGAAGGGCAGCAAATGAG^GTTCATTTATCAAAACAC 

ACCTACAATTTAAGAAGGCCAACAATTTCAATGAAGATAATAATGGGCTAGGACTAATTG 

TAGACAGAAATATTCCAACAGATGATTTTACGCTAGCTTCTACAAACCGTCAAAGTCCCC 

CGCCTTCAAATACTGGTTGTTCATTACACAGGTCTAAACCCTTGCATATCCCTTTATCAT 

CTGTTATTCGTGAAGACTTTTATGATAGCTCTCTAAATGAGCGTATATCTAAAGACGGAG 

ATAGCAGTTGTGAATCCTTCAGTGGCGCCGAAAGTATCTTATCAGACTACGATTTTCATG 

ATAATGAATTTTTTAACAACCAGTCACCTCATTATTTTTCAGAACACATAGACAATAACT 

CGAGAGAGGTGGTAATAACAGATGAAAATACGATAATATCTTTGGAAAATACCCAAGTAA 

GTCGGTGGTCAAATTACTCATGGCAAAAAATTTCACCGCATCAATTACAGGTCTCTATTA 

TCCAACTGCGCATGGGAAACTTCATTGTGGCTTATGATTCTGATTATAACCTTCATCAGT 

TCAAAATTC6TTTGTGTGACGATATAAAATGTATACAATCCACAGAGCAAGACATACAAA 

TACGTGTCCCGCTCGGCGCAATAATGTGCAGCGTCACTGGTATCTTGAATATTAGGACGA 

AGGACGCTGACAAGTTGCTTCGGGTATTAAGCTTTTATACCACTGACCACACGGAAGCTG 

TATCGCACTCy^CAATCAAGATGCTACTGCy^GTCCACTTTCGTCAGTTTCATCAGCAA 

TGGATCTCAAGCATTCATTACAGAAATGTTCCTCTACAATAATGCCCCAAGAGTTGACGC 

AGGACGTCATCGGTTCAAAATCAGACCTAATCAGTAATATTCGTCAAAAAATATAA 
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YJL181W, 611 aa (SEQ ID NO 156) 

MEIFKEEEEEAFSAIEGIIYACEVYDPVPRHIiHKSKTKIINAAKLIIETHLSYYTILNNI 
SDIQAYLSTWLRDLGTTGPYQTILSESISLMFDRTVSIFRKCTIEGGFPHLIARLYLRLK 
SYQKLLMDAGLKNFFSSYDYAFGVAYNLVKCSEYRYDEVHYISNGTYSLVASMKIDPAEV 
IKREHFRLTIPKFNISNILIEIFHLLDGLAFFKVNPDSLSISTASAETIFRSISEGNHQV 
LELGRSLMFPLLRTGDFEICRIDDAGAVITFTEAKDVKLEI I SLDEVSWVMQWKSCLQNY 
ERRAANDSSFIKTHLQFKKANNFNEDNNGL6LIVDRNIPTDDFTLAST^mQSPPPSNTCC 
SLHRSKPLHIPLSSVIREDFYDSSLNERISKDGDSSCESFSGAESILSDYDFHDNEFFNN 
QSPHYFSEHIDNNSREWITDENTIISLENTQVSRWSNYSWQKISPHQLQVSIIQLRMGN 
FIVAYDSDYNLHQFKIRLCDDIKCIQSTEQDIQIRVPLGAIMCSVTGILNIRTKDADKLL 
RVLSFYTTDHTEAVSHSNNQDATASPLSSVSSAMDLKHSLQKCSSTIMPQELTQDVIGSK 
SDLISNIRQKI 

YJL187C. 2960 bp, CDS: 501-2960 (SEQ ID NO 157) 

TCTTGCAACCJ^TCGTCCTCTAAGGAAAGAAATGTGGCACCTTTAAATAGGTTCCACCT^ 

CAGATGCCT^CATGTGGGAGATAGGGGGCTATTCGCAATTTATTAACGTCTCTAGTACTG 

GTAAGCCTTTCTAACATTCTTGTCGTCACGTGATGTGTATGTTTCTl^^ 

CGGGTGATAACGACGCGAAAAATATTTTTTCATTTTTCTTTTAACCATCACAATTTG 

CGCGACGCGAAAAAAATGCAGAGAAGTAAAAGAATGCTGGATAAGAAATCAACAACACAG 

TTGAACATTGGCGTGCCCCTGTGTATTAAGTAAAGGTTGTCCAAGAGGCTCTTTTTTGTA 

TGTATGCGTGTGTTAACTATCCTGCACATCATCTTGCGCAGTTAGTCCAATAAAAAAGGA 

TTACTACTGAACAGGTCTTACTATTTTTGATTGCGTAGTGCTGGGGAAAAGTAAACACAC 

ACAGGCGCACACGAGAACAGATGAGTTCTTTGGACGAGGATGAAGAGGACTTCGAAATGC 

T<;GACACGGAGAACCTCa»GTTTATGGGGAAGAAGATGTTTGGCAAACAGGCCGGCGAA 

ACGAGAGTGATGATTTTGCTATAGGGGGTAGCACCCCGACCAATAAACTGAAATTTTATC 

CATATTCGAACAACAAATTGACAAGAAGTACGGGGACCTTGAACCTGTCATTAAGTAATA 

CAGCTTTGTCAGAGGCTAACTCCAAATTTCTTGGGAAAATTGT^GAAGAGGAAGAAGAGG 

AGGAAGAAGGCAAGGATGAGGAAAGCGTGGATTCTCGTATTAAAAGGTGGTCTCCGTTCC 

ATGAAAATGAAAGTGTTACTACTCCTATTACAAAAAGATCTGCGGAAAAAACGAACAGTC 

CTATTTCTCTCAAACAATGGAACCAGCGATGGTTTCCGAAAAATGATGCTCGCACTGAAA 

ATACATCCTCATCCTCTTCATATAGCGTCGCTAAACCTAACCAATCAGCCTTTACGTCTT 

CGGGCCTCGTATCTAAAATGTCTATGGACACTTCGTTATACCCTGCGAAATTGAGGATAC 

CAGAAACACCAGTGAAAAAATCACCCTTAGTGGAGGGAAGAGACCATAAGCATGTCCACC 

TTTCGAGTTCGAAAAATGCATCGTCTTCTCTAAGTGTTTCCCCTTTAAATTTTGT^ 

ACy^TAATTTACAAGAAGACCTTTTATTTTCAGATTCTCCGTCT^ 

CCATCCATGTACCAACCATAGACTCATCCCCACTGAGCGAGGCAAAATATCATGCACATG 

ATCGTCACAATAACCAGACAAACATCCTGTCTCCCACTAATAGCTTGGTTACCAACAGCT 

CTCCACAAACATTGCATTCTAACAAGTTCAAAAAAATCAAAAGAGCAAGGAATTCGGI^ 

TTTTGAAAAATAGAGAGCTAACAAACAGTTTACAACAATTCAAAGATGATTTATACGGCA 

CGGACGAGAATTTCCCACCTCCyATCATAATATCAAGTCATCATTCAACTAGAAAGAACC 

CTCAACCTTATCAATTTCGTGGACGCTATGACAATGACACTGACGAAGAGATCTCCACTC 

CAACAAGACGAAAATCTATTATTGGGGCAACATCTCAAACACATAGAGAAAGCAGACCAT 

TGTCACTCTCCTCTGCCATCGTGACAAACACAACAAGTGCAGAGACGCATTCCATATCTT 

CCACCGATTCTTCGCCGTTAAATTCCAAAAGGCGTCTAATCTCTTCAAATAAGTTATCAG 

Cy^TCO^GATTCCCATCTTTTCGAAAAATTTACGAATGTGCATTCCATTGGTAAAGOT 

AGTTTTCCACGGTCTACCAGGTTACGTTTGCCCAAACAAACAAAAAGTATGCAATCAAAG 

CCATTAAACCAAACAAATATAATTCCTTGAAACGCATATTACTGGAAATTAAAATACTAA 

ACGAGGTAACAAACCAAATTACAATGGATCAAGAAGGGAAGGAATACATCATCGATTACA 

TCAGTTCCTGGAAGTTTCy^AAATTCATACTATATTATGACAGAATTG 

ATTTGGATGGATTTTTACAAGAGCy^GTTATCGCAAAGAAAAAAAGGTTGGAAGATTGGA 

GAATTTGGAAAATCATCGTGGAATTAAGCCTGGCTTTACGATTCATCCATGATTCTTGTC 

ACATTGTGCATCTGGACTTGAAACCCGCAAACGTCATGATCACATTTGAAGGTAACCTAA 

AACTAGGTGACTTTGGAATGGCTACTCATTTACCGTTGGAGGATAAAAGTTTTGAAAATG 

AAGGTGACAGAGAATATATTGCACCAGAAATCATTTCTGATTGTACGTACGATTACAAGG 

CAGATATTTTTTCCCTGGGTCTGATGATTGTTGAAATTGCAGCGAACGTTGTGTTACCTG 

ACAATGGCAACGCATGGCATAAGTTGAGATCGGGTGATTTATCGGATGCAGGAAGATTAA 

GTTCCACAGATATTCATTCTGAATCATTATTTTCAGACATTACGl^AAGTAGATACAZVATG 

ATTTATTTGATTTTGAAAGAGACAATATCAGTGGTAATAGTAACAACGCTGGCACCTCCA 
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CTGTTCATAACAATAGTAATATCAACAACCCTAATATGAATAATGGCAACGATAATAATA 
ATGTCAATACTGCCGCTACCAAGAATCGTCTTATTTTGCATAAAAGTTCTAAAATTCCCG 
CATGGGTACCGAAATTTCTTATTGATGGTGAATCACTTGAGAGAATAGTACGATGGATGA 
TAGAGCCCAATTATGAGAGAAGGCCCACGGCAAATCAAATCTTACAAACTGAGGAATGCC 
TGTATGTAGAAATGACACGCAATGCAGGTGCTATTATCCAGGAAGACGACTTTGGACCTA 
AGCCAAAATTTTTTATATGA 

YJL187C, 819 aa (SEQ ID NO 158) 

MSSLDEDEEDFEMLDTENLQFMGKKMFGKQAGEDESDDFAIGGSTPTNKLKFYPYSNNKL 

TRSTGTLNLSLSNTALSEANSKFLGKIEEEEEEEEEGKDEESVDSRIKRWSPFHENESVT 

TPITKRSAEKTNSPISLKQWNQRWFPKNDARTENTSSSSSYSVAKPNQSAFTSSGLVSKM 

SMDTSLYPAKLRIPETPVKKSPLVEGRDHKHVHLSSSKNASSSLSVSPLNFVEDNNLQED 

LLFSDSPSSKALPSIHVPTIDSSPLSEAKYHAHDRHNNQTNILSPTNSLVTNSSPQTLHS 

NKFKKIKRARNSVILKNRELTNSLQQFKDDLYGTDENFPPPIIISSHHSTRKNPQPYQFR 

GRYDNDTDEEISTPTRRKSIIGATSQTHRESRPLSLSSAIVTNTTSAETHSISSTDSSPL 

NSKRRLISSNKLSANPDSHLFEKFTNVHSIGKGQFSTVYQVTFAQTNKKYAIKAIKPNKY 

NSLKRILLEIKIUIEVTNQITMDQEGKKYIIDYISSWKFQNSYYIMTELCENGNLDGFLQ 

EQVIAKKKRLEDWRIWKIIVELSLAI^FIHDSCHI\raiJ)LKPAlWMITFEGNIJa^ 

ATHLPLEDKSFENEGDREYIAPEIISDCTYDYKADIFSLGLMIVEIAANWLPDNGNAWH 

KLRSGDLSDAGRLSSTDIHSESLFSDITKVDTNDLFDFERDNISGNSNNAGTSTVHNNSN 

INNPNMmG]TOOTyINVNTAATKNRLILHKSSKIPAWVPKFLIIX3ESLERIVRWMIEPK^ 

RPTANQ ILQTEECLYVEMTRNAGAI IQEDDFGPKPKFFI 

YJL188C, 809 bp, CDS: 501-809 (SEQ ID NO 159) 

AATTCCCGCATGGGTACCGAAATTTCTTATTGATGGTGAATCACTTGAGAGAATAGTACG 
ATGGATGATAGAGCCCAATTATGAGAGAAGGCCCACGGCAAATCAAATCTTACAAACTGA 
GGAATGCCTGTATGTAGAAATGACACGCAATGCAGGTGCTATTATCCAGGAAGACGACTT 
TGGACCTAAGCCAAAATTTTTTATATGATAAATGGAACAAAAAACCTTGTTTTATTTACA 

tacttttttcccacacgtgcitatgggccgcattgtataaataatccaataacga;^^ 
agtgtaattgcagtccggtagtaataccatgtaaaaccttagatgagtttattttaagta 

CAGCCGCTTCAAGCATTTTTATTTTTATTTTACAGATGTAGCAGATAACAACCGTTAAAT 
TATATTATATATATATATATATATATATCAAATACGACGTATTACATATATATTGAGAAT 
AAGGGAAGGATGGAAGACAAATGACAAAAAGTTTGAAGCATAAATATGTTCTTCGCTTAG 
ATGTTCATCTTGGTTCTTCTCCAGTTTCTTCTCTTAGCGTTGTAACGGATAGTGTTGTTG 

TGCTTGATTCTGAAAGACTTTTGAGCCTAATTAAAAGGGAAACATATCGTGCACATACGA 
AGTGTACAATTGTAAAAAATGTTAGTAACAATGTTCAAACTCATCAATATGATGCATTCA 
CGGATCCAAGGCAATACCACCTGACATAA 

YJL188C, 102 aa (SEQ ID NO 160) 

MTKSLKHKYVLRLDVHLGSSPVSSLSWTDSWGSQSDPLWQWSVLLLSLSHFLLDSERL 
LSLIKRETYRAHTKCTIVKNVSNNVQTHQYDAFTDPRQYHLT 

YJL189W, 1042 bp, exonl : 501-506, intronl: 507-892, exon2 : 
893-1042 (SEQ ID NO 161) 

TATTCAAGAATTATTTCACATCTTCCAGCGAGTAAACATGCCGCTGGTAATCGCGCGTCC 
TCAATATTTGAGTTTTTCAAATAGTGAGGTGTGGATGTATAGAGGAATTACACACTTTTA 



TTGATTTTCAAAAAACTTATGGGCGTTTTAGGCTCCGGCTCAAACTACCACCACCACGCG 
GCAGGCCGAGGCAAACAGTACGCCTTGGCGGGGACGCCGAAGCGACTCCTTCTGTTCCAA 
GCTCAATGGTCCTTGCGTTTACGCTCGCGCGTGGGCTAACTAACGCAATTCGGCTTTTGG 
GCTGTCGAGAACCGAGAATTATTCTTCGCCTTGATAGATACTTTAAAACTTCTACTTAAT 
ATACTTTCTACAATTTTTGGTACATTCATATTATACTGAAAATTCGAAAAAGACAAGCAA 
ATAAACACAGATAGATCAACATGGCTGTATGTTAGAAAGATATTATAAATCCCAGTTAGA 
TGCTGAACTGATCAATAGCAAATTATAAACCACATCCATCTAAATGACCTTACCACCTAC 
AATTTGGATTTGAAATAGAAGCAATGTGTAAAATATAGGGAAAGGATTAGGAGTGTTAAC 
CATACTAAAATTTTTCTTATCCGAAACAGAAATCTAAAGTCGCCACTACGCAGATTAAAA 
TATGGTCATAAACTGCTTATTCTGAGAACTTTTGGTGGTCCAGCGTGGTTTATGTCAGGT 
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GGTATTGCCTTGGATCCGTGAATGCATCATATTGATGAGTTTGAACATTGTTACTAACAT 

TTTTTACyy^TTGTACACTTCGTATGTGCACGATATGTTTCCCTTTTAATTAGGCTC 

GTCTTTCAGAATCAAGCAAAAAATGGCTAAGGCTAAGAAGCAAAACAGACCATTGCCACA 

ATGGATCAGATTGAGAACCAACAACACTATCCGTTACAACGCTAAGAGAAGAAACTGGAG 

AAGAACCAAGATGAACATCTAA 

YJL189W, 51 aa (SEQ ID NO 162) 

imAQKSFRIKQKMAKAKKQimPLPQVaRLRTNin'IRYNAKRRNV^ 
YJL190C, 893 bp, CDS: 501-893 (SEQ ID NO 163) 

TCTCGACAGCCCAAAAGCCGAATTGCGTTAGTTAGCCCACGCGCGAGCGTAAACGCAAGG 

ACCATTGAGCTTGGAACAGAAGGAGTCGCTTCGGCGTCCCCGCCAAGGCGTACTGTTTGC 

CTCGGCCTGCCGCGTGGTGGTGGTAGTTTGAGCCGGAGCCTAAAACGCCCATAAGTTTTT 

TGAAAATCAAGCTAAAAAATGAAAAAAAAAAAAAGTTAAATTGGTACTGTGCGCCCATAC 

ATCACATACTTAAAAGTGTGTAATTCCTCTATACATCCACACCTCACTATTTGAAAAACT 

CAAATATTGAGGACGCGCGATTACCAGCGGCATGTTTACTCGCTGGAAGATGTGAAATAA 

TTCTTGAATATGGGTTTGCAGTTAGTCAATTTCAATCTAAATAATCTTAATCGAC^^ 

AATTCTTAAATTGTAAGGTTTTTTAATGGCCTTTCAGTTCTAGTATTm 

GACCAACATACaLTATCCAAGATGACCAGATCTTCCGTTTTAGCTGATGCTTTGAAT^^ 

TTAACAACGCTGAAAA6ACCGGTAAGCGTCAAGTTTTAATCA6ACCATCCTCCAAGGTCA 

TTATCAAGTTTTTGCAAGTTATGCAAAAGCACGGTTACATTGGTGAATTTC 

ATGACCACAGATCTGGTAAGATTGTTGTTCAATTGAACGGTAGATTGAACAAGTGTGGTG 

TTATTTCCCCAAGATTCAACGTTAAGATTGGTGACATTGAAAAATGGACTGCCAACTTGT 

TGCCAGCCAGACAATTCGGTTACGTCATCTTGACCACCTCTGCTGGTATCATGGACCATC 

AAGAAGCCAGAAGAAAGCACGTTTCTGGTAAGATTTTGGGTTTCGTTTACTAA 



YJL190C, 130 aa (SEQ ID NO 164) 

OTRSSVIJU3ALNAINNAEKTGKRQVLIRPSSKVIIKFLQVMQKHGYIGEFEYIDDHRSGK 
IWQLNGRLNKCGVISPRFNVK1GDIEKWTANLLPARQFGYVILTTSA6IMDHEEARRKH 
VS6KILGFVY 

YJL197W, 4265 bp, CDS: 501-4265 (SEQ ID NO 165) 

CTTCTTCGGGGTTCCCCAATGTCACTGCCATCTCTAAAGTAGATAGAAAGGGCGATCGCT 

ATTTAAGTGTCATGACTTTCTTAACGAGAGGTGTTCCAGCTTCTATTTTGGCTTTC^ 

GTGTCATTACTCTAGGTTATGGTATCATGGCATCTGTTGTCAAGGGTAACGCAACCTCTG 

CGTAAGAGATACGTCTACGATAGCATGTAACAGCGTATATATAATCTATATGTATTCGAT 

TAATCCAACACTTCTGTTGTGTAGTCTAATGTTCGAAAAAAAGGTACGCTTCCCTGTTAT 

2VATCAGGTATATTTCGTTATTCTTATAAGCTAAAAGATTAAAAATTTTTCCACTTTCCTT 

GAAATTTGGTCGGTTCGTGGAAAAATATTATTACGTATTGAAGAAGTGCATGAAGATAAA 

AGATGGGATTACTGGAAAAATAAAGGGAGGAAAATCCTGCAGAACGTTGTTGTTTCAATC 

GAAGGTTTCTTCATTCGAAAATGGGTTCTTCAGATGTTTCAAGTCGTGAATGTTCATTG^ 

TTTATAATGAAGATCCCGATTTCACCGATGGCACAACACCATGTGATCGGTTGGGAGTGG 

ACTTGATGAATGTTCTAGATGACAAGGATGAAATAAAGCAAGAGTCTGTCCCAGTCTCAG 

ATCGTGAAATTGAGGATACGGAATCCGATGCTTCCGCTGTTTCTTCATTTGCTAGCGCTA 

ATGAGTTAATAGCTGAGCCACACGCTGCAAGTGAAACTAATCTTGGAACTAATGGTCAAG 

ATGGAAGAAATGTCTTAGAACAACAAAGAGACGTGGTTGCTAGACTAATAGAAGAAAACA 

AGGAAACGCAAAAAGAGGGTGATAAAGTCTGTATTGTCCCCAAGGTTTGGTACGATAAAT 

TTTTCGACCCCGATGTTACCGATCCTGAAGATATAGGCCCTATTAATACACGCATGATTT 

GCAGAGACTTTGAAAATTTTGTGCTT6AGGATTACAATAGATGTCCGTATCTGTCTATTG 

CAGAGCCTGTTTTCAATTTTCTATCAGAAATTTACGGCATGACAAGTGGCTCTT 

TGGTAACTAATTTGGTTATCAACCAAACCACAGGGGAGTTAGAGACAGAATACAATAAAT 

GGTTTTTCAGACTACATTACCTGACCGAAAAACAAGACGGGAGGAAAAGGAGGCATGGCC 

AGGACGATTCAATAATGTACCTCTCGATGTCTGCGTTGAATTTAGTACGTGATTTGGTTG 

AAAAGAGTATGAATCTGTTTTTTGAGAAAGCTGATCATCTAGACGTGAATGCGGTGGATT 

TTAAAATTTGGTTTGTGTCAGAGGGATCTGATATTGCCACAGATAGCAATGTTAGTACTT 

TTTTGAATTCTTCATATGAAATAACTCCGCTTCAATTTCTCGAACTACCGATAAAGAAAC 

TACTAATACCAGACATGTTTGAAAACCGTTTAGACAAGATAACTTCAAATCCGAGTGACC 

TTGTCATAGAAATTAAACCTATAGAAGGGAATCACCATTGGCCTTCAAACTATTTTGCTT 
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ATAATAAACTCGAACCAGCATCAGGTACTACTGGTTTGGTCAATTTGGGAAATACATGTT 

ACATGAATTCTGCGTTGCAATGCCTGGTACACATTCCGCAGTTGCGTGATTATTTCCTTT 

ATGATGGTTATGAAGACGAAATCAATGAAGAAAATCCTCTTGGGTACCACGGCTATGTGG 

CTAGGGCATTTAGTGACTTGGTTCAGAAGTTGTTTCAAAACAGGATGAGCATAATGCAAA 

GAAATGCTGCTTTCCCCCCTTCAATGTTCAAATCCACTATCGGGCACTTTAATTCGATGT 

TTTCTGGTTATATGCAACAGGATTCTCAAGAATTTTTAGCCTTCCTGTTAGACAGTTTAC 

ATGAAGATTTGAACAGGATAATAAAGAAAGAATACACAGAAAAACCATCATTATCTCCTG 

GTGATGACGTGAATGATTGGAATGTAGTCAAGAAACTGGCAGACGATACTTGGGAGATGC 

ATTTAAAGAGAAATTGTTCCGTTATAACGGATTTATTTGTCGGGATGTACAAATCAACGC 

TATATTGTCCCGAATGTCAAAATGTTTCTATAACGTTTGACCCGTATAATGATGTTACAT 

TGCCGCTTCCGGTTGATACAGTGTGGGATAAAACTATAAAAATTTTTCCCATGAACTCTC 

CACCT^CTTCTTCTTGAAGTTGAGTTAAGCAAATCGTCCACTTATATGGACTTGAAGAATT 

ATGTTGGTAAAATGTCGGGCCTAGATCCAAATACACTATTTGGCTGTGAGATTTTCAGTA 

ATCAAATCTATGTTAACTATGAGTCAACAGAGTCGAATGCTCAATTTTTAACCTTGCAGG 

AATTGATCaAACCri^TGATGACGTTATTTTTTATGAATTACCAGTAACAAATC 

AAGTAATTGTTCCCGTATTGAATACTAGAATTGAAA7AGGCTACAAAAATGCAATGTTAT 

TTGGAGTCCCTTTCTTTATTACGTTAAAAGAAGATGAATTGAATAATCCAGGTGCAATAA 

GAATGAT^TTGCAAAACAGGTTTGTCCATTTAAGTGGTGGGTATATCCCATTTCCTGAAC 

CTGTAGGAAATCGAACCGATTTTGCTGATGCTTTTCCATTATTAGTAGAAAAATATCCAG 

ATGTTGAATTTGAACAATATAAAGATATACTACAGTATACGTCTATTAAG6TGACTGACA 

AGGATAAATCCTTTTTTTCCATCAAGATTCTGTCTGTAGAAAAAGAGCAGCAATTTGCTA 

GTAATAACCGAACAGGGCCTAATTTCTGGACCCCTATCTCCCAGTTAAACCTTGACAAAG 

CTACAGATATAGACGATAAACTTGAAGATGTGGTGAAGGATATCTACAATTATTCATCCT 

TAGTAGATTGTGCTGAAGGGGTCCTTATGCAAGTGGATGATGAGGGAGATACCGAGGGTA 

GTGAAGCAAAGAATTTTTCCAAGCCCTTCCAATCGGGAGATGATGAAGAAAATAAAGAAA 

CTGTAACAAATAATGAAAATGTAAATAATACTAATGATCGGGATGAAGATATGGAACTAA 

CAGATGATGTTGAAGAAGATGCAAGTACAGAGCCAGAATTAACAGATAAGCCAGAGGCGT 

TAGATAAAATTAAGGATAGCTTGACTTCCACTCCGTTTGCGATTCTTTCTATGAATGATA 

TTATTGTTTGTGAG1XK3AGCGAATTGGGTTCAAATGAGGCATTTTCCGATGAT 

ATAACTGGGAAAATCCAGCTACTTTGCCTAACAAAGAGTTGGAGAACGCTAAGTTGGAAA 

GATCTAACGCTAAGGAAAGAACCATJ^CCTTGGACGATTGTCTCCAATTATTTTCCAAAC 

CAGAAATACTAGGATTAACCGATTCGTGGTACTGCCCTACATGCAAGGAACATCGTCAGG 

CTACCAAACAAATACAACTTTGGAATACACCAGATATTCTGCTAATTCACCTTAAAAGGT 

TTGAAAGTCAAAGGTCTTTTAGCGATAAAATTGATGCCACGGTTAATTTCCCCATTACAG 

ATTTGGATCTGTCGAGGTACGTTGTCTATAAAGATGATCCCAGAGGTTTAATCTATGACC 

TGTATGCAGTAGATAACCACTATGGTGGTTTGGGTGGTGGGCACTATACCGCGTACGTAA 

AGAATTTTGCCGACAATATyVTGGTACTATTTTGATGATTCTCGAGTAACTGAAACTGCGC 

CAGAAAATAGTATAGCTGGATCGGCTTATTTGCTATTTTACATTCGCCGTCATAAAGATG 

GCAATGGATTAGGCAGCTCTAAACTACAGGAAATAATCCAAAAGTCACGCCACGGATATG 

ATGAGCGTATCAAAAAGATATACGATGAACAGATGAAGTTGTATGAATTTAATAAGACTG 

ACGAGGAGGAAGATGTTTCTGATGATATGATAGAATGTAATGAAGATGTGCAGGCCCCTG 

AATATAGTAATCGTAGTTTGGAGGTTGGGCATATTGAAACTCAGGACTGCAACGACGAAG 

ATGACAATGATGATGGTGAGAGGACAAATTCAGGTAGGAGAAAGTTAAGATTGTTGAAAA 

AAGTCTACAAGAATAATTCAGGCTTGGGTTCATCGAGTACGTCTGAAATATCTGAGGGAT 

GCCCAGAAAACGAAGTCGCTGATTTGAATTTAAAAAATGGTGTGACACTAGAATCGCCAG 

AATAA 

YJL197W, 1254 aa (SEQ ID NO 166) 

MGSSDVSSRECSLVYNEDPDFTDGTTPCDRLGVDLMNVLDDKDEIKQESVPVSDREIEDT 
ESDASAVSSFASANELIAEPHAASETNLGTNGQDGRNVLEQQRDWARLIEENKETQKEG 
DKVCIVPKVWYDKFFDPDVTDPEDIGPINTRMICRDFENFVLEDYNRCPYLSIAEPVFNF 
LSEIYGMTSGSYPVVTNLVINQTTGELETEYNKWFFRLHYLTEKQDGRKRKHGQDDSIMY 
LSMSAIJJLVRDLVEKSMNLFFEKADHLDVNAVDFKIWFVSEGSDIATDSNVSTFLNSSYE 
ITPLQFLELPIKKLLIPDMFENRLDKITSNPSDLVIEIKPIEGNHHWPSNYFAYNKLEPA 
SGTTGLVNLGNTCYMNSALQCLVHIPQLRDYFLYDGYEDEINEENPLGYHGYVARAFSDL 
VQKLFQNRMSIMQRNAAFPPSMFKSTIGHFNSMFSGYMQQDSQEFLAFLLDSLHEDIiNRI 
IKKEYTEKPSLSPGDDVNDVittlVVKKLADDTWEMHLKRNCSVITDLFVGMYKSTLYCPECQ 
WSITFDPYNDVTLPIiPVDTVWDKTIKIFPMNSPPLLLEVELSKSSTYMDLKNYVGKMSG 
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LDPNTLFGCEIFSNQIYVNYESTESNAQFLTLQELIKPADDVIFYELPVTNDNEVIVPVL 

NTRIEKGYKNAMLFGVPFFITLKEDELNNPGAIRMKLQNRFVHLSGGYIPFPEPVGm 

FADAFPLLVEKYPDVEFEQYKDILQYTSIKVTDKDKSFFSIKILSVEKEQQFASNNRTGP 

NFWTPI SQLNLDKATDIDDKLEDVVKDI YNY SSLVIXyUSX;Vr.MQVDDBGOT 

KPFQSGDDEENKETVTNNENVNNTNDRDEDMELTDDVEEDASTEPELTDKPEALDKIKDS 

LTSTPFAILSMKTOIIVCEWSELGSNEAFSDDKIYNWENPATLPNKELENAKLERSNAKER 

TITLDDCLQLFSKPEILGLTDSWYCPTCKEHRQATKQIQLWNTPDILLIHLKRFESQRSF 

SDKIDATVNFPITDLDLSRYVWKDDPRGLIYDLYAVDiraYGGLGGGHyTAYVKIJFADNK 

WYYFDDSRVTETAPENSIAGSAYLLFYIRRHKDGNGLGSSKLQEIIQKSRHGYDERIKKI 

YDEQMKLYEFNKTDEEEDVSDDMIECNEDVQAPEYSNRSLEVGHIETQDCNDEDDNDDGE 

RTNSGRRKLRLLKKVYKNNSGLGSSSTSEISEGCPENEVADLNLKNGVTLESPE 

YJL198W, 3149 bp, CDS: 501-3149 (SEQ ID NO 167) 

TGTCGTATTTCCACTGATTTGGATGTATGTTGCATGGTGCTAGATTGTGAATAAATCATT 

TCCACTGGTTTCTAGCAGAGGTAAGAAAATCAGTAGTAGCGGCAGCAGCCAAGAAAAATG 

GCAGCCTGGCAAGCAGCGAAGGCCATCTGTGCTGCATTTCCACACTCCTTGTATGACTGC 

ATACGCATAAAGAGGTGCCTTGCTGTAGGCGTATATGATCCTAAGCAACAGAGAAACCAC 

GGTTCTCTTCTCTTCTTATTTCGTTATTGTCTTCCCTTTTC 

TAAAGCGGGGCGCTCAOATATCGCCGCyiGCTACAGCCGTTTTTTTTTTTT^ 

TTTGCGCTGCTTCTCGAAGAATGAATG6CTCACTGAAAAATTTTGATTCATCGATATAAA 

GAACACTGTTCACTTOSATGTCATCCGGCCAATAAAGTTGTTTTTAGGATAAACGAGTAA 

GTGGTAGCTGGTACAGGATCATGAGATTTTCACACTTCTTGAAGTACAATGCTGTCCCAG 

AATGGCAAAACCATTATATGGACTACAGCGAGCTGAAAAATCTTATTTACACGCTACAAA 

CAGATGAACTTCAGGT-TGGTGATAACGAAGAAGGATTTGGCGCAGGAAAGAGCTCTAACA 

TTACAGATAGGTTCAAAAACAAGTTTTCTTTTAAAAATGCGAAGGAAGATACGTCTTCCG 

GTATGAACAAAGATGCAGGCATCGTTGAGGAAACCATCGAGTTGCGAGAGTTGCCTACTG 

CTCAGACGGTCGCTGCCAAACCTTCTCCTTTCAGAAGAATGAAGGAAAAGATATTTTACA 

AAAGAAGGTCGTCTTCCGCATCGTCCGTCTCCTCCyVCGGCCAACGAAAATCTGC^ 

ACACTTATGATACGTTTGTTGGTGATTTAACAGCTGAAAAACAGAAAGTAGATGATTTTT 

ATAAGAGGACAGAAGCGAAGTTCTACGACAAATTTGACGCGCTGGTGAAGGACCTGAAGA 

AAATCGGAGTTATAGAATACGATATCGACGATGATACTCTGTTTAACGAACCGATTGCCA 

GCACAAATGACGAAGTTCCCCCACTAGACTTGGATGATGACGAAGACGACGACGAATTTT 

ACGATGATCAATCTAATATTGAAGATAATACTGCTTTGCTGCATCATTCGCAGTATAACA 

TTAAGTCTCAGAAAAAATCGCTGTTGAAGAAGTCGATCGTAAACCTATATATCGATCTTT 

GCCAGTTGAAGTCGTTCATCGAATTGAACCGCATT6GGTTTGCAAAAATTACAAAGAAAT 

CAGACAAAGTTCTTCACTTGAATACAAGAACCGAACTGATCGAATCGGAGCAGTTTTTCA 

AAGACACATATGCATTCCAGGCAGAAACGATCGAATTGCTAAATTCCAAAATTTCCCAGC 

TAGTCy^CATTTTATGCGCGCATCACTGACCGGCCTCATAATATCTCGCATAGCAAGCAAG 

AGTTGAAATCCTACCTGCATGACCACATTGTTTGGGAAAGAAGTAACACTTGGAAAGACA 

TGTTGGGACTGCTATCGCAAGCTGACGAGTTGACACCAAAGGAAACAGAATATAATGCAA 

ATAAGCTGGTAGGCAAGTTAGATTTGGAATACTACAGATGGCCACTACCCAGACCGATAA 

ACTTAAAATTCACTAGTATAAACAACGTTGCACTACCGAAATTATTTTTCACCAAGAAAG 

CATACAAGATTTACTTTATTATTCTAGTCACTGGACTCTTGTTAGGAATAAAGACCTTCA 

ACGACGCTGCTCAGCACCGCTGCATGGCCCTTGTCGAGTGTGTCGCCTTTTTGTGGGCTA 

GTGAGGCCATCCCATTACACATTACAGCATTCCTTGTACCACTACTTGTAGTCCTTTTCA 

AAGTCCTAAAAACCTCCGACGGGGCTATAATGAGTGCTGCAAGCGCTTCATCAGAAATTT 

TGGCCGCCATGTGGTCTTCTACAATTATGATTCTGCTGGCAGGTTTTACTTTGGGTC 

TACTTGCACAATATAACATCGCCAAAGTTCTTGCCTCGTGGTTGTTGGCCTTC^ 

GTAAACCCAGAAACGTTCTTTTAATGGCAATGTGTGTCGTGTTCTTCCTATCy^ 

TTTCCAATGTCGCAGO^CCTGTTCTAACATATTCGTTGTTATCTCCCCTATTGGATGCCA 

TGGATGCAGATAGCCCATTTGCGCAAGCATTGGTGTTAGGTGTAGCGTTGGCTGCAAATA 

TCGGTGGTATGTCTTCACCAATCTCTTCT^CCTCAAAACATCATTTCCATGTCGTACTTGA 

AACCCTATGGTATTGGCTGGGGCCAATTCTTTGCTGTTGCATTGCCATCTGGTATCCTGG 

CCATGCTTTTGGTTTGGATTTTATTGTTCACTACTTTCAAGATGAATAAGACCAAAT^ 

AAAAATTTAAGCCTATTAAGACGAAATTCACAGTTAAGCAGTATTATATCATTACTGTCA 

CTGTGGCCACTATTTTGTTGTGGTGTGTGGAAAGCCAGATTGAAGGTGCTTTTGGGTCAT 

CAGGTCAAATTGCAATCATTCCCATCGTTTTGTTTTTTGGTACCGGATTACT^ 

AAGATTTAAATGCCTTTCCGTGGTOIATCGTTATTTTGGCAATGGGAGGTATTGCTTTGG 
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GGAAGGCCGTCTCATCCTCGGGTTTGCTATCAACCATTGCAAAAGCATTACAAAAGAAAA 
TTGAGAATGATGGTGTTTTTGCCATTCTATGTATTTTCGGTATCCTGATGTTGGT^ 

GTGACAAGCTTGGCAACCCCAAAGCTGCTCCTATCCTTGTTTTCGGTTGTGCAT^ 

CATCCTGTGGTATGGGACTAGCTTCTTCGGGGTTCCCCAATGTCACTGCCATCTCTAAAG 

TAGATAGAAAGGGCGATCGCTATTTAAGTGTCAT6ACTTTCTTAAC6AGAGGTGTTCCAG 

CTTCTATTTTGGCTTTCCTATGTGTCATTACTCTAGGTTATGGTATCATGGCATCTGO^ 

TCAAGGGTAACGCAACCTCTGCGTAA 

YJL198W, 881 aa (SEQ ID NO 168) 

MRFSHFLKYNAVPEWQNHYMDYSELKNLIYTLQTDELQVGDNEEGFGAGKSSNITDRFKN 
KFSFKNAKEDTSSGMNKDAGIVEETIELRELPTAQTVAAKPSPFRRMKEKIFYKRRSSSA 
SSVSSTANENLQLDTYDTFVGDLTAEKQKVDDFYKRTEAKFYDKFDALVKDLKKIGVIEY 
DIDDDTLFNEPIASTNDEVPPLDLDDDEDDDEFYDDQSNIEDNTALLHHSQYNIKSQKKS 
LLKKSIVNLYIDLCQLKSFIELNRIGFAKITKKSDKVLHLNTRTELIESEQFFKDTYAFQ 
AETIELLNSKISQLVTFYARITDRPHNISHSKQELKSYLHDHIVWERSNTWKDMLGLLSQ 
ADELTPKETEYNANKLVGKLDLEYYRWPLPRPINLKFTSINNVALPKLFFTKKAYKIYFI 
ILVTGLLLGIKTFNDAAQHRCMALVECVAFLWASEAIPLHITAFLVPLLVVLFKVLKTSD 
GAIMSAASASSEILAAMWSSTIMILIAGFTLGEVLAQYNIAKVLASWLLAFAGCKPRNVL 
LMAMCVVFFLSMWISWAAPVLTYSLLSPLLDAMDADSPFAQALVLGVALAANIG(3ISSP 
ISSPQNIISMSYLKPYGIGWGQFFAVALPSGIIJ^LVWILLFTTFKMNKTKLEKFKPIK 
TKFTVKQYYIITVTVATILLWCVESQIEGAFGSSGQIAIIPIVLFFGTGLLSTQDLNAPP 
WSIVILAMGGIALGKAVSSSGLLSTIAKALQKKIENDGVFAILCIPGILMLWGTFVSHT 
VSAIIIIPLVQEVGDKLGNPKAAPILVFGCALLSSCGMGLASSGFPNVTAISK\7DRKGDR 
YLSVMTFLTRGVPASILAFLCVITLGYGIMASWKGNATSA 

YJR049C, 2093 bp, CDS: 501-2093 (SEQ ID NO 169) 
ACTGCCATCTCTTCCATTCTTTGAAAAGATTATTAAGTTCGTCGTTAAGTTCCGCAATCT 

CTTGTCGCTTCCATTCGTTGGCCTCTTTTATGGATTTTACCTTAGACACGTTCCTGGGCC 

TCTGGTAACGTGAATAATCCTTGTATCCACCTGCCGACTCTGCTTGCTGCTCTTGAAATC 

GTACCTVGAACTGAGTTGGCCTTATCTACATTTCTACTCATTTTGAATGCACT^G^ 

ATTACTGATGTGGTGCGCCTTGCGATATAACGGTGTGTCACTTTTATTTGCTCTTTCATG 

CATCCTGAAATTATTTCACCGCACTACGCAAAGAGAACGGAGAAAAAGGTATAATAGGGC 

AAATGATCATTGACATCGTGATCGTAAGCCAAAAAAAAATACAATAGGCTCCCTAAATAA 

GTAGAGTAAAAGCTCTTGAGATGAAGGAGAATGACATGAATAATGGCGTAGATAAATGGG 

TAAATGAGGAAGATGGTCGAAATGATCATCATAACAACAATAATAACTTGATGAAGAAGG 

CCATGATGAACAATGAGCAAATTGATAGAACTCAGGATATCGACAACGCCAAAGAAATGT 

TGAGGAAAATATCAAGTGAAAGCAGCTCGCGCAGAAGCTCCCTGTTGAATAAAGATTCAT 

CTCTCGTGAACGGCAATGCAAACAGTGGCGGTGGTACGAGCATTAACGGAACAAGAGGAA 

GTTCTAAGAGTAGTAATACACACTTTCAGTATGCCTCCACGGCGTATGGTGTAAGAATGT 

TGAGTAAAGATATATCTAATACCAAAGTGGAACTGGATGTGGAAAATTTGATGATTGTTA 

CGAAACTCAACGATGTCTCACTGTATTTCTTAACAAGAGAGTTGGTAGAATGGGTTTTGG 

TACATTTTCCACGTGTGACTGTTTATGTGGATTCCGAATTGAAAAACAGCAA2VAAATTTG 

CCGCTGGCGAGTTATGTGAAGATAGTAAATGTAGAGAATCAAGGATCAAGTATTGGACAA 

AGGATTTCATCAGGGAACATGATGTTTTCTTCGATTTGGTAGTGACTTTGGGTGGCGACG 

GTACTGTTCTTTTTGTAAGTTCCATTTTTCAGAGACATGTACCACCCGTTATGTCGTTTT 

Cy^TTAGGGTCTCTAGGATTTTTAACAAATTTTAAGTTTGAACATTTCAGGGAGGATTTAC 

CTCGGATTATGAATCATAAAATCAAGACAAATTTACGGTTGAGGTTGGAGTGCACAATTT 

ATCGTAGACACCGCCCTGAAGTAGACCCAAACACGGGGAAGAAAATATGTGTGGTGGAAA 

AACTAAGCACACACCACATTTTGAACGAAGTGACCATCGATCGTGGTCCAAGTCCTTTTC 

TATCCATGTTAGAATTGTATGGTGACGGCTCATTAATGACCGTTGCGCAGGCGGACGGAC 

TGATTGCTGCTACTCCGACTGGGTCCACGGCCTATTCTTTGAGTGCAGGTGGGTCATTGG 

TATGCCCAACCGTCAATGCAATCGCTTTAACACCCATTTGTCCACATGCATTGAGTTTCA 

GACCCATCATCTTACCAGAAAGTATAAATTTAAAAGTGAAAGTCTCGATGAAGTCAAGGG 

CTCCAGCATGGGCGGCTTTTGATGGGAAAGATAGAATTGAATTGCAAAAAGGTGATTTTA 

TAACCATATGCGCCAGCCCATATGCTTTTCCAACCGTGGAAGCCTCGCCCGATGAGTTTA 

TTAACAGTATCAGTCGACAACTAAACTGGAATGTGAGGGAACAACAAAAGTCCTTTACGC 
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ATATTTTGTCCCAAAAGAACCAAGAAAAATATGCACATGAGGCGAACAAAGTCAGAAATC 
AAGCAGAACCTTTAGAGGTAATAAGAGATAAATACTCTCTGGAAGCAGACGCTACTAAGG 
AAAACAACAACGGAAGCGATGATGAGAGCGACGATGAGAGTGTAAACTGCGAAGCTTGCA 
AATTAAAGCCrrCGAGCGTCCCAAAACCTTCTCAAGCAAGGTTTTCAGTATAA 

YJR049C, 530 aa (SEQ ID NO 170) 
MKEITOMNNGVDKWVNEEDGRNDHHKngNI^^ 

SSSRRSSLLNKDSSLVNGNANSGGGTSINGTRGSSKSSNTHFQYASTAYGVPMLSKDISN 
TKVELDVENIJaiVTKLNDVSLYFLTRELVEWVLVHFPRVTVYVDSELKNSKKFAAGELCE 
DSKCRESRIKYWTKDFIREHDVFFDLVVTIX53IX3TVLFVSSIFQRHVPPVMSFSLGSLGF 
LTNFKFEHFREDLPRIMNHKIKTNLRLRLECTIYRRHRPEVDPimSKKICVVEKLSTHHI 
LNEVTIDRGPSPFLSMLELYGDGSLMTVAQADGLIAATFTGSTAYSLSAGGSLVCPTVNA 
lALTPICPHALSFRPIILPESINLKVKVSMKSRAPAWAAFDGKDRIELQKGDFITICASP 
YAFPTVEASPDEFINSISRQLNWNVREQQKSFTHILSQKNQEKYAHEANKVRNQAEPLEV 
IRDKYSLEADATKENNNGSDDESDDESVNCEACKLKPSSVPKPSQARFSV 

YKR094C, 1255 bp, exonl : 501-508, intronl : 509-876, exon2 : 
877-1255 (SEQ ID NO 171) 

AACAGCGAAATTTATGACATATTATTTCGAACCTTTTACAAACTAGTAGATTTAG^^ 

TATTACCTATTGGCATTCATTTGTGTTCTATATGTGGATGAGGATAGCCGCCTTTCTT^ 

CATCGGAGGCCATATCATCTTTCGACAATCCTTTTTAAATACTATTTCCATCCGTGCCTC 

TTTTCATGTTTIT^JAGAT-TCTGAAGTACCSCAATAGGATATGGCGGATAATC 

GATCCGCCTCATACTAGCCATTACCCATCTATCCCAGGCATTATGGGTATGCAACTCATA 

ATCTCAAATACACAAATAAGAGCAACCTTATATATCACTTTTTCCCGTTCAGCAAGAGGT 

AAAGCCACCAAAGGTTCAAAATGCAAATGTATGTTACGGCGAATACAGAATACTATGTTC 

GAAATAATATGAGGATTATACGATAGCAAAAAAGCCATAAACGAAAGACATAAATGGAAA 

AT6ATTGACAAGCTCACAATTTATTAAACAAGTAGCAATTGAGAAAAACTATTACTCGCG 

GCAAGCTTCTGAGTTTACATTAAATCTGTAGAGCAAATTGAAAATGTCGCATATGTGCTG 

AAGGGTTTGTTTGTTCCATCTTATTTTGCATAACATAGTTATATTTACTTGGTCGCATJ^ 

AAAATATTTTTTACTAACGTGAAGTTTCTTTCTTTATGATGTACGCACGCACGTCTGTGC 

TTACTCCATAAATGAACTTATTCCAATTTTGTACAGCTTCGTTAAGACTTTGACTGGTAA 

GACCATCACTTTGGAAGTTGAATCTTCTGACACCATTGACAATGTCAAGTCCAAGATCCA 

AGACAAGGAAGGTATCCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCAATTGGA 

AGACGGTAGAACTCTATCTGACTACAACATCCAAAAGGAATCCACTTTACATTTGGTCTT 

GAGATTAAGAGGTGGTATCATTGAACCATCTTTGAAAGCCTTGGCTTCCl^TACAACTG 

TGACAAATCTGTTTGTCGTAAATGTTACGCCAGATTACCACCAAGAGCTACCAACTGTAG 

AAAGAGAAAGTGTGGTCACACCAACCAATTGCGTCCAAAGAAGAAGTTGA2^TAA 

YKR094C, 128 aa {SEQ ID NO 172) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGIIEPSLKALASKYNCDKSVCRKCYARLPPRATNCRKRKCGHTNQ 
LRPKKKLK 

YLR040C, 1175 bp, CDS: 501-1175 (SEQ ID NO 173) 

AGCTCTCAAACAACTAATACTATAAGTTCAAGTACAAGCACAGGAGGTGTAGGTTCAGTC 

AAGCCATGTCTTTACTTCGTTTTAATGTTAGAAACAATCGCTTATTTGTTTTC 

GTATGATAAATAAAAAAAAACTTAATAAATTATTAATTGCTTCAAACCTTTTTCT^^ 

TAGTTTTTAATATTTCAAACXSTTATCTTCATTGAACGCCCAAATAGGGAAAAATCCTG^ 

AAATTTTTTATTGCTGTCATCCAAGGCTATGCTAGAAAATTCAAGAGCTTGGATGATTTA 

AAAAGACACTCTCAATCGAGAAAGTTTATTCTTTGTTATTCTGCTTTACCTGATCATATT 

CCGGCGTATTGTTTCTAATCAAGTGATTTCGATATCCAGTTACGAACCATTTACAACATT 

CCTGAAAATATTGCGTATCAATGATATTTGCTCCTTCTTTCTCCCTCATTAAAAATATTC 

TCCTGGTAAGCTTTCTAATCAGCCACAGTTTTGCTGCCAAAACTTTAACGTCTAGTTCCA 

ATGACGATACACTTGCCAGGTCCGCAGCTGCAGATGCAGACATGGCATTCTTCATGGAGT 

TTTTAAACGATTTCGAO^CCGCTTTTCCACAGTATACCTCATACATGATGCAAAACC^ 
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TAACCCTACCTCAACCTGTTGCTGACTACTACTATCACATGGTTGATTTGGCCTCAACAG 
CAGATTTACAATCTGATATTGCTCAGAGTTTTCCGTTCACTCAATTCCAAACATTCATTA 
CGGCCTTTCCATGGTATACCTCTTTGCTAAACAAAGCCTCCGCCACCACCATATACCTTC 
CCCAACACTTCATAACAGGTGAGACAGAAGCTACCATGACTAACTCATCTTATGCCAGCC 
AAAAAAACTCCGTTTCCAATTCTGTTCCTTTCTCGACAGCGAACGCAGGCCAGTCCATGA 
TTTCCATGGCTAATGAAGAAAACAGTACAACAGCACTTATATCCGCATCT^CrCTTCTT 
CAACATCCAGAACTAGTCAATCACAGAATGGTGCCCATGCCAAAAGCTTATATTTCCCCA 
TGGCGTTGTTCGGAATCTTTGCAGTTGCCCTTTAA 

yiiR040C, 224 aa (SEQ ID NO 174) 

MIFAPSFSLIKNILLVSFLISHSFAAKTLTSSSNDDTLARSAAADADMAFFMEFLNDFDT 
AFPQYTSYMMQNHLTLPQPVADYYYHM\7Dr«ASTADLQSDIAQSFPFTQFQTFITAFPWyT 
SLLNKASATTIYLPQHFITGETEATMTNSSYASQKNSVSNSVPFSTANAGQSMISMANEE 
NSTTALISASNSSSTSRTSQSQNGAHAKSLYFPMALFGIFAVAL 

YLR048W, 1618 bp, exonl : 501-590, intronl : 591-949, exon2 : 
950-1618 (SEQ ID NO 175) 

GCACCCTTTTTCTTTTTCAATAACAAAAAAGAGCTTGGGCATTACGTTTTCAACACTTTT 

AATATTTCCCTTTTTACATCCGTACATATAAAATGTAAACCCATGCATTCATGACAATTT 

TACCTATTTCTTAAAGGCCTTTGTCACTTCTTTATGGGAATGGCGCTACTTTAATTTTCC 

GCCTACTTTGAAAAATTTACCAAGGCGAAATTGAGTGCGCTAGGCGGAAGTTCCAGGGCA 

CGGTCACCGAACCTTTGTGCTGTTTCGAACGAGGGTCCCGCTGGAGGTTGACGGACGCGG 

GAGGAGCTGGAAAGATGGAATGGAAGGACTGCAACACTCAGTAAGAAGGTTCGTGGTAGG 

GAACATCACCTTCTCTAGTTCCTGTAAAAATAATATGATCAAGTTTGAATCCTCGTATTG 

AAAAATCGCGAGTTATTAAGTGTGTAATTTAGAATACCGAAATAGCACAAGAAGAGATAA 

GATAAGATACTGATAGGATAATGTCTTTACCAGCTACTTTTGATTTGACTCCAGAGGAT6 

CCa^CTTTTGTTGGCCGCTAACACCCATTTAGGTGCTAGAAACGTTCAAGTATGTACAC 

ATATCCCATACGATTATGTTCTATAGATGATAATAGGTCTCGAAAAGAATATGTCCCCGA 

TTTAATCATATTTGGAGGTCAGAGGACa^GGTAATTTCAGAGGAATTTTGAACACGCC 

GGGTTTAGAAGAGTTAGAATTTCACTTCTTAGTGAGGGTAAGGAGAAGAAACTCAATAAG 

AATATACATCCTCGACTGTGTCAAAGATTATGAACTCCGATGAAACAGTAAAACGTCAAA 

AAATTCCACGGGATATAATTCGGTACTTTATTGGATATGGAAGAAAACATTATATATGCA 

CAAATGAACGCTCTTACTAACATAATTTATCTTTCCTCTCTTTTTTTAGGTCCACCAAGA 

ACCATACGTTTTCAATGCTAGACCAGATGGTGTTCACGTTATCAATGTTGGTAAGACCTG 

GGAAAAGTTGGTTTTGGCTGCTAGAATTATTGCTGCCATTCCAAACCCAGAAGATGTTGT 

TGCCATCTCTTCCAGAACCTACGGTCAAAGAGCTGTCTTGAAATTTGCTGCTCACACTGG 

TGCTACTCCAATCGCCGGTAGATTCACTCCAGGTTCTTTCACTAATTACATCACCCGTTC 

TTTCAAGGAACCAA6ATTGGTTATTGTTACCGACCCAAGATTAGACGCTCAGGCCATTAA 

GGAAGCTTCTTACGTTAACATTCOVGTCATTGCTTTGACTGATTTGGACTCC 

ATTTGTTGATGTCGCCATCCCATGTAACAACAGAGGTAAGCACTCCATCGGTTTAATCTG 

GTACTTGTTGGCTAGAGAAGTTTTGAGACTAAGAGGTGCTTTGGTCGACAGAACTCAACC 

ATGGTCCATCATGCCAGATTTGTACTTCTACAGAAACCCAGAAGAAGTTGAGCAAGTTGC 

TGAAGAAGCTGCTGCCGCTGAAGAAGGTGAAGAAGAAGAAGTTAAGGAAGAAGTCACTGA 

AGGTCAAGCTGAAGCTACTGAATGGGCTGAAGAAAATGCAGACAACGTTGAATGGTAA 

YLR048W, 252 aa (SEQ ID NO 176) 

MSLPATFDLTPEDAQLLIJ^THLGARNVQVHQEPYVFNARPDGVHVINVGKTWEKLVLA 
ARIIAAIPNPEDWAISSRTYGQRAVLKFAAHTGATPIAGRFTPGSFTNYITRSFKEPRL 
VIVTDPRLDAQAIKEASYVNIPVIALTDLDSPSEFVDVAIPCNNRGKHSIGLIWYLLARE 
VLRLRGALVDRTQPWSIMPDLYFYRNPEEVEQVAEEAAAAEE6EEEEVKEEVTEGQAEAT 
EWAEENADNVEW 

YLR088W, 2345 bp, CDS: 501-2345 (SEQ ID NO 177) 
CTTCCCATGTAGAATATCATTGTCAAACATACTACTACCGTGAGAATCCAATCTACTAAA 
AAGACCCAGCTAAAGTCCTTTTGGTGTGTCAATGGAACACCACGTAATTGTGAAATAGCT 
TCCATGCTTGCTAACTTATTACCGTCAATAGAAGACTTGAGTCAGGTGGCTTTAATGAGT 

AGTATCCTGTAGCCTAGAAAGGTTGAAGCTTATAAAACCGTGCCAAO^GCTTTATAGTGG 
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GGAGTTTGGCTTCCCTCTATTTGTATATTGATCGCCATCCCTACGAAGTTATTGGGAACG 
CATCGTGAACCTCTCACTTTAATGCCAGCGGTAGAAAAAAAAGTCATAAACAATACACGC 
CGGCTACACTTAGAAAGAAATGACATTTGCTGTCTTATAAAAGGACTTGACAGACCAAAG 
ACGCGTATAATACACCAAGAATGGCCTTATTGGAGAAGTTGCATCGAAGGATTGTTGATA 
TGGGGCTTGTCCCGCGTATAATCGCCTTATTACCAGTTATTTCCATGCTATGCGCTCTAT 
TTGGGTTTATTTCTATAGCTATTCTGCCTATGGATGGACAGTACAGAAGAACATACATTT 
CTGAGAATGCATTGATGCCTTCACAAGCGTATAGTTACTTTAGAGAATCTGAATGGAACA 
TTTTGAGGGGCTATCGATCTCAAATTAAAGAAATGGTAAACATGACTTCTATGGAAAGAA 
ACAATTTGATGGGTTCTTGGTTACAAGAATTTGGTACTAAGACTGCTATTTACGAAAATG 
AACAATATGGAGAAACATTGTACGGTGTAATGCACGCTCCTAGGGGTGATGGAACAGAAG 
CGATGGTGCTTGCCGTTCCATGGTTTAATTCAGATGATGAATTCAATATTGGCGGCGCAG 
CTTTGGGTGTATCTTTAGCAAGATTTTTCTCACGTTGGCCAGTAT^ 



CGGAAGATTTCnrCGAGTATGTAGAAATCTCATACGACGGTCTGAATGGTGAGCTGCC 

ATTTGGATCTTGTCAACATCGCTATATCCATTACGGAACAT6AAGG?rAT6AAAGTTT(^ 

TGCACGGTCTACCCAGTGATCAGTTAACTAATAATAATTTCTGGTCAAGATTAAAAATAT 

TATGCCTGGGAATAAGGGATTGGGCGTTGTCCGGTGTTAAAAAGCCCCATGGTAACGAGG 

CATTTAGCGGCTGGAGGATTCAATCTGTAACATTGAAAGCACATGGAAACAGTGGTCATG 

ATATTACTACATTTGGACGTATACCCGAAGCAATGTTTCGCTCTATTAATAACCTTTTGG 

AAAAATTTCACCAATCGTTCTTCTTTTATTTGTTATTAGCACCACGTCAGTTCGTATCCA 

TTAGTAGTTATTTGCCAAGCGCTGTGGCTTTATCTATAGCATTCGCCATAAGTTCATTAA 

ATGCATTTATAAAa^TGCTTATGCAAATATATCCTTATTTTCCGAGTATAATTTGGTAG 



TAATACCTTCATCGGGATTATTGATGACAATTAGCa^TGGCATCTTGTTTTOT 

TACTTTCCAGAAAAATTCACATCTCAGAACCACTATCATACAGGTTGAAAAATGTTGCTT 

TTTTATATTTCAGTTTGGTTTCAACATCTTTGCTAATGATAAACTTTGCAATC^^ 

TGATCGGCACATTGGCATTTCCTATGACATTTGTGAAGACCATTGTTGAAAGTTCTAGCG 

AACATGAGGTGACAACTCAATCCTCTAACCCAATAAAAACTGAGCCGAAAGATGAGATAG 

AGCTCGTCGAGAATCACATGGATACAACGCCAGCAACCCCCCAACAACAGAAACAAAAAC 

TAAAAAATTTAGTACTATTAATTTTGACAAATCCATTTATTTCAATAACCTTATTCGGAC 

TATTTTTTGATGATGAATTTCATGGATTTGATATAATAAACAAACTGGTTTCAGCATGGT 

TGGATTTGAAATGTTGGAGTTGGTTTGTACTTTGTATAGGTTGGCTTCCATGTTGGCTAT 

TGATATTAGCGTCATCGTTTGAATCTAAATCTGTCGTAGTAAGGTCGAAAGAAAAGCAAA 

GTTAG 

YLR088W, 614 aa (SEQ ID NO 178) 

MALLEKLHRRIVDMGLVPRIIALLPVISMLCALFGFISIAILPMDGQYRRTYISENALMP 
SQAYSYFRESEWNILRGYRSQIKEMVNMTSMERNNLMGSWLQEFGTKTAlYEISfEQYGETL 
YGVimAPRGDGTEAMVLAVPWFNSDDEFNIGGAALGVSLARFFSRWPVWSKNIIVVFSEN 
PRAALRSWVEAYHTSLDLTGGSIEAAWLDYSSTEDFFEYVEISYDGLNGELPNLDLVNI 
AISITEHEGMKVSLHGLPSDQLTNNNFWSRLKILCLGIRDWALSGVKKPHGNEAFSGWRI 
QSVTLKAHGNSGHDITTFGRIPEAMFFlSINNLLEKFHQSFFFYIiLLAPRQFVSISSYLPS 
AVALSIAFAISSLNAFINNAYANISLFSEYNLVALLVWFVSLVISFWSQAFLLIPSSGL 
LMTISMASCFLPLILSRKIHISEPLSYRLKNVAFLYFSLVSTSLLMINFAMALLIGTLAF 
PMTFVKTIVESSSEHEVTTQSSNPIKTEPKDEIELVENHMDTTPATPQQQKQKLKNLVLL 
ILTMPFISITLFGLFFDDEFHGFDriim.VSAWLDLKCWSWFVLCIGWLPCWLLILASSF 
ESKSVWRSKEKQS 

YLR159W, 845 bp, CDS: 501-845 {SEQ ID NO 179) 

TCCGTCCCAAAGATAGCTTGATCATCCTAAGCGGGTCGCATTTTACTATCCCCAGTTCCG 
AAGAATAACAAGGCTCAATGCATATGCTGTTTATCGTGCTCACAAGGCGGTATGACGTTT 
TTAGCAATGTAATTATATTAAAAAGATCTTCAGTCACTATGAGTGGTTGATTGCCCCATA 
GAGAGCTATAAGCCGACGTGAAAGCTGCTGGTTCCAGCTTGGCTCATGTCGTCACCAGTC 
ACTAGTCACTTGGTCGCATTCATTGCTACTCATCTGCGAGTGAGCATATTTGAGATCTGA 
CTTGCCAAGGGATTAGAATCACGTAAGACTCTTGATCCTTAGAAGATATTTCTGACAAAG 
AACCACCTAAGCCATGCAAGTTTTTTTTTTCATTTGGTGGCGAAACAAAGGTGATC 
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TTTCTTCTTGTACAAACGCCAAGCCCGATAGGTGAGACAATTCTTGAAGTAATGGACCTC 
TGAGTAAGCATATCAGTCGAATGAAGTTCCAATATGCGTTGGCCAAGGAACAGCTAGGCA 
GCAACTCGCGCAGTGGCGTCAAAAAACTAATAAGTAAACACCACTGGCTTCCGGAATACT 
ATTTCTCTGATCTCTCATTTTCTGTTGTACAGCAGTGGGACAGTAGAGCCATTGAAAAAA 
CTACAATCATATCTTGTATGCGGCCCGCAAACCAAGAGATTTATCCTTTGAGACATTGTG 
AGACCCTCCGTTCGCAACCGTGCTCTCTGTTTTCATCACTATAT6CACGCTCTTTCCAAA 
GCTCCTGCACTTTGCACGTGGCGGAGCCATCGCCCGGCTTCCATATGTACGGCTGCCACA 
CCTAA 

YLR159W, 114 aa (SEQ ID NO 180) 

MKFQYAIJyCEQLGSNSRSGVKKLISKHHWLPEYYFSDLSFSVVQQWDSRAIEKTTIISCM 
RPANQEIYPLRHCETLRSQPCSLFSSLYARSFQSSCTLHVAEPSPGFHMYGCHT 

YLR167W, 959 bp, CDS: 501-959 (SEQ ID NO 181) 

ATCT^AAAGAGTGTTTCAAGTAAGTAAAAACATTTGAGCCTCCCCATTTGTTGAAAGGAGA 
GAAATTAAACTTGGTTGGGGTTAATTATTTGATGGGTATATTAATTTGCAACCGCAAGGT 
ATCGATAATAAATATTCTACAAAACCTTTATCAATAGTGGTGAAGTCTTTAGTGCGATCT 

TGTAAGGAATTGGGTTTATCATTTATCATTTATTTTAGTACAAACTTTTTTTT^ 

GGGCGCACTTTTTCAAGCGGTGGGAACTCATCAAAA'TGAl^AAACTAGATACTTTTAGACT 

TATTAAATGGTTTAAATATriTCAGATGTTCGTTATATCAGAAACTTCCTTACTTCTATC 

TTTTATTCCAATACAAAGAAGTCACAAGATTACTTGGTAAGAAAGAAGCAGTTAATTTTT 

AATTTTGCCGACAAGCCAAGATGCAAATTTTCGTCAAGACTTTAACCGGTAAGACTATTA 

CCCTGGAAGTTGAATCTTCTGACACTATTGACAATGTCAAGTCCAAGATCCAAGACAAGG 

AAGGTATTCCACCTGACCAACAAAGATTGATCTTTGCTGGTAAGCAATTGGAAGATGGTA 

GAACTTTGTCCGACTACAACATCCAAAAGGAATCTACTCTACACTTGGTCTTGAGATTGA 

GAGGTGGTGGTAAGAAGAGAAAGAAGAAGGTCTACACCACCCCAAAGAAGATCAAGCACA 

TTACCAAATTGAGAAGAGAATGTAGCAACCCAACTTGTGGTGCTGGTGTTTTCITG^ 
ACCACAAGGACAGATTGTACTGTGGTAAGTGTCATTCCGTCTACAAGGTTAACGCTTAA 

YLR167W, 152 aa (SEQ ID NO 182) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYN 
IQKESTLHLVLRLRGGGKKRKKKVYTTPKKIKHKHKKVKLAVLSYYKVDAEGKVTKLRRE 
CSNPTCGAGVFLANHKDRLYCGKCHSVYKVNA 

YLR232W, 848 bp, CDS: 501-848 (SEQ ID NO 183) 

AGCCACCAATTCCACCAGGCCCGGCATTCAAGTACTTGTAAGAACACCAACAGGCAAAGT 
CAACACCCCAATCATGAAGTTGCAATGGGACGTTCCCTACAGCGTGTGCTAAATCCCATC 
CAACCAATATGTCGGGGAATTGGTGGGCAAATGAGGTGATTCGGCCAATATCGAAATATT 
GCCCCGTGTAATACTGAACACCTGACAAACAGACCAGCGCCAATTCATCTTGATTTACCT 
CTATGGTATCCAGGATATCTTGAGTTCTGATATAAGTCTCTCCCTCGCGTGGCTCGATCT 
GAATAAAAACATTCTCAGGTTCCGAAATTCCATGAATTTTGCACTGGTTGTAGAAAGCAT 
AATAGTCTCATGGAAAGGAGCCCTTTTCAAAAAGGATCTTGAATCTTTTCTCAGTAGGTT 
TATAAAACGTAATTAACAATGAATTCAAATTTGCAGTGAGACTATTCATTACTGCAACTT 
CATTTTCTTGAGCACCCACGATGGGGGCTAGTAGTGGAAGAATAGGTAAGTCAATGCTGA 
CCCAAGGCACCTTTCCTCTGGCTTCTTCAGGATGTTTGAAATGCGATTCCACAGCACAAT 
CGCTCCACGCATCTAGCTCAGCATTAATTGAATTCCTAGTTGACTTCGGCATCAAACCTA 
AAGAATTCCCGCATAAGTACGTCACAGGCTTATCGTCGGACGATAGTCCCATGGATTTAA 
ATGTAGGGATGTTGAATTCATCCCTCAGAGATTCCGGATATTCTCCGTCTAATTCCAAAG 
CTTTCTCCATAATTACCAGTTTGTTTCTTTTTTCCACAGAATATTTAGGCTTAATATGTA 
CGTATTGA 

YLR232W, 115 aa (SEQ ID NO 184) 

MGASSGRIGKSMLTQGTFPLASSGCLKCDSTAQSLHASSSALIEFLVDFGIKPKEFPHKY 
VTGLSSDDSPMDLNVGMLNSSLRDSGYSPSNSKAFSIITSLFLFSTEYLGLICTY 
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YLR233C. 2600 bp, CDS: 501-2600 (SEQ ID NO 185) 

GCGCATTTTCCCCACCCATGCGAATCATGGCTGAAATCAATGCCTGTTAGGTGCCCTGCA 

ACACTAGTCATGGTAACTTCGCAGTTAGCCCCATTTCTGGCAAACGGGAACCCACTAAAC 

ATGAAATCATAGTTCTTTACATACATGTAGCCGGAATCCCTTGAAGTTGATCTGCCTCCT 

CCTAGGATCTGTGAAACTGCCTTCGCTATAGAATTTTTCTCTGCGACACATAGCACTTTC 

ATTATTGTCTATAATACACCTTTACGTAGCTGAAGCGAGCGCACAGACGAAGGTGCTTTC 

AAAAGCGATGCCCTCTTTATTGACAGTTACTAATTCGCCAAACTGCTTTTTTTTAT^ 

GTGATTTTCGCGTTCACGCCATTATCCAATGTCAAAAAGGATAATGGAAATGTTAACATG 

CCTGTATGATCCGACCGTTTTTAGCAAACTTATCAGGGGAAAAAGTATATTCCATTAAAT 

GACACATGCCACCATAGATAATGGATAATGAAGAAGTTAACGAAGAATGTATGAGATTAT 

TTTTCAAGAACGCTCGTGCGCATCTGGATAAACATCTAACATCAAGGTTGACATGCGATG 

AAAATGCATATATCACGTTCAGATGCTTCCTGGATGGAATACATCGCAAATCTACTAGGT 

TTCTCGAAGA6CTACTTTTGAAACAA6AAAATATGTACCATAATAACAATTACGAACGCA 

TAAATGATTCCGTGATACCATTGGTTCTGAAACmmATGGCOTHiy^^ 

CACTCCAATGGTTTGAGCACTGGTTCCATGATATCATGCGACTAAGTAACAGAAGAAAGT 

TCAGAGTTTTTAGAATTTTTCAAAAAAAAATGATTCAATTTTTCAi^ 

ATTACTATGACATCATCGAACACCTATGCGCAAAGTACGATATGAATTCCGTTATTTCAA 

ATGCTCTCTTCGCGAAGTTGAATTTAATGCAATACACJ^GATGGACTTTCAACTCATGAGA 

AAATTATCTTAAACACGAGTAATCCACTGACGTTTTCCA'TTGTAATCTCACTACAAAGAT 

GCGTGATTAATCTAGGTTCCACACATTTTTATAAAACACTACTAAACAAGCCGTCTAACA 

AACCCAAGAGTGTGGAAGGTTTTGAGAAGTCTATTAGGTACTTGAATATTGCCTCACTCT 

ATCTCCCAGCCGTTGGAGATACTTATTTTCAACGAGCGAAAATTTACTTGATCACTGGGA 

AATTCTCACTGTATTTCTTTGAATTAGTAAGAGGAGCATTGGTAAGGATTCCGTCTAAAT 

GTGCGTTAAACAATTTGAAAGATTTCATTTTGACTCCTGATTTTCCGGAi^ 

TGATGAAAAAATTGGCAATTCTTGTGTCAAAAGATCTCAAAGGTGAGAAATCAT^ 

GGAACGCATCACGTGCTTCTAATTGTTGGTTATTGAAAGAGCy^TTTAa^TGGCTGCAT 

TAAAGTATCATTCAGGTT^TATTAATGTTATACTTGAAAACTTGGCTGCCACAATGGGAA 

GTTTCGATCTTATGTTTACAACTCGAAAAAGTAAGGAACAAAAGAACAAACTCAAATATG 

CAGATTTGAGTGAGCGCCAGGTTTTTTTTTTAGACTTGAGCTTTGATTT^^ 

TCATAGACGTCGTCATCAAACCCTCCTGGCAAAAAAACATGGAAGACTTTCGATATCTAG 

CCATTATTCGTTTGCTTATGTGCTGGATTAAGTCATATAGATCTATTTTGCAGTACACTC 

ACAGACACAGGAAGTTTTGCACTTCATTCGCCTTGTTGCTGAACGACTTGATAAATAGTC 

CACTGAATTGTTCAGGAAATATATATAGCCAC^GGCCGAAAAGAAGCTATCTTTTTAGAG 

AAGATATTATTTTCAGGGAATTTTCTTGCATTAACTTTGOVCTAACAGATTTTA^ 

ATTATGTGTATGATTCTCCCGACATGATTAATAATATAATTGGATGCCCTACATTGACTA 

AAGTGCTTTCTCCAAAAGAAGAATCTGTTCI^GAATTAGATCAATAATATTTTC^ 

TGAAATTTTTAGAGAAAAATGACACCGGCGTCATATGGAATGCCAGCAAATATAAGTTTG 

ATTTAATAAGCCCAAATATTAAAATAAAACGCCAAATAGCATTATCGGAAATTTCCTCCA 

AAATAAATGTAAAAACACAACAGGAAAGAGTAGTCTCTTCGAGAAAAGTTGAGGCCAAAA 

GAGATGAACAACAGCGCAAAAGAGCCGGGAAAATAGCTGTGACAGAACTGGAAAAACAAT 

TTGCAAATGTCCGGAGAACAAAAAAATTGTCTCCGCTCCCAGAAAAAGATGGCGTTTCTT 

CTGAGTTGGTAAAACATGCTGCTTCACGAGGGAGAAAAACTATCACTGGCCCACTATCCT 

CTGATTTTCTCTCATATCCAGACGAAGCAATTGATGCTGATGAGGACATCACCGTCCAAG 

TGCCAGATACTCCTACTTGA 

YLR233C, 699 aa (SEQ ID NO 186) 

MDNEEVNEECMRLFFKNARAHLDKHLTSRLTCDENAYITFRCFLDGIHRKSTRFLEELLL 

KQENMYHNNNYERINDSVIPLVLKLLWLQIHEPTLQWFEHWFHDIMRLSNIUIKFRVF 

QKKMIQFFKITHRYYyDIIEHLCAKYDMNS\^SNALFAKLNLMQYTDGLSTHEKIIIiNTS 

NPLTFSIVISLQRCVINLGSTHFYKTLLNKPSNKPKSVEGFEKSIRYLNIASLYLPAVGD 

TYFQRAKIYLITGKFSLYFFELVRGALVRIPSKCALNinjKDFILTPDFPERRRIiMKKLAI 

LVSKDLKGEKSFFEGQIVLQFLSIVEHTLVPQSWNASRASNCWLLKEHLQMAALKYHSGN 

INVILENLAATMGSFDIJJIFTTRKSKEQKNKLKYADLSERQVFPLDLSFDFIANIIDWIK 

PSWQKNMEDFRYIAIIRLIMCWIKSYRSILQYTHRHRKFCTSFALLLNDLINSPLNCSGN 

lYSHRPKRSYLFREDIIFREFSCINFALTDFNDDYVYDSPDMINNIIGCPTLTKVLSPKE 
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ECVLRIRSIIFSGMKFLEKNDTGVIWNASKYKFDLISPNIKIKRQIALSEISSKINVKTQ 
QERWSSRKVEAKRDEQQRKRAGKIAVTELEKQFANVRRTKKLSPLPEKDGVSSELVKHA 
ASRGRKTITGPLSSDFLSYPDEAIDADEDITVQVPDTPT 

YLR234W, 2471 bp, CDS: 501-2471 (SEQ ID NO 187) 

AATGGTATCACGGAATCATTTATGCGTTCGTAATTGTTATTATGGTACATATTTTCTTGT 

TTCAAAAGTAGCTCTTCGAGAAACCTAGTAGATTTGCGATGTATTCCATCCAGGAAGCAT 

CTGAACGTGATATATGCATTTTCATCGCATGTCAACCTTGATGTTAGATGTTTATCCAGA 

TGCGCACGAGCGTTCTTGAAAAATAATCTCATACATTCTTCGTTAACTTCTTCATTATCC 

ATTATCTATGGTGGCATGTGTCATTTAATGGAATATACTTTTTCCCCTGATAAGTTTGCT 

AAAAACGGTCGGATCATACAGGCATGTTAACATTTCCATTATCCTTTTTGACATTGGATA 

ATGGCGTGAACGCGAAAATCACATTGATAAAAAAAAGCAGTTTGGCGAATTAGTAACTGT 

CAATAAAGAGGGCATCGCTTTTGAAAGCyvCCTTCGTCTCTGCGCTCGCTTCAGCTACGTA 

AAGGTGTATTATAGACAATAATGAAAGTGCTATGTGTCGCAGAGAAAAATTCTATAGCGA 

AGGCAGTTTCACAGATCCTAGGAGGAGGa^GATCAACTTCAAGGGATTCCGGCTAa^TC 



GCGAAGTTACCATGACTAGTGTTGCAGGGCACCTAACAGGCATTGATTTCAGCCATGATT 
CGCATGGGTGGGGAAAATGCGCCATCCAAGAGTTATTTGATGCGCCACTGAACGAGATTA 
TGAATAACAACCAAAAAAAGATAGCAAGCAACATCAAGCGAGAAGCGAGGAATGCAGACT 
ATCTGATGATATGGACAGATTGCGACCGGGAAGGAGAGTACATCGGTTGGGAGATATG6C 
AGGAGGCCAAGAGAGGCAACAGGCTCATACAAAATGATCAAGTATACCGGGCAGTCTTTT 
CGCATCTCGAAAGACAACACATATTAAATGCAGCACGAAACCCAAGTCGATTGGATATGA 
AGAGTGTGCACGCTGTAGGCACGCGGATTGAAATCGATCTTCGAGCAGGTGTTACATTCA 
CCAGACTCTTAACAGAAACGCTACGAAATAAACTGAGAAACCAAGCCACCATGACCAAGG 
ATGGTGCAAAACACCGCGGTGGTAACAAGAACGACTCACAAGTCGTATCGTATGGTACAT 
GCCAGTTTCCAACGCTCGGCTTTGTAGTAGACAGGTTTGAAAGAATACGAAATTTTGTTC 
CCGAAGAGTTCTGGTATATCCAATTGGTAGTCGAAAACAAAGACAACGGCGGAACAACAA 
CGTTCCAGTGGGACAGGGGCCACTTGTTCGACCGGCTGAGCGTGTTAACGTTTTACGAGA 
CATGCATCGAAACCGCCGGCAATGTTGCTCAAGTAGTAGACTTGAAATCAAAGCCAACAA 

TGCGTCTGAACGCCAAACAATCACTAGACGCAGCAGAAAAGCTATACCAAAAGGGGTTCA 
TATCGTATCCAAGAACy^GAGACTGATACTTTCCCACACGCAATGGACCTAAAATCCTTGG 
TCGAAAAGCAAGCTCAATTGGACCAACTCGCTGCAGGCGGCAGAACCGCCTGGGCATCGT 
ACGCGGCATCGCTGCTCCAACCCGAAAACACAAGTAACAATAACAAGTTCAAGTTTCCAC 
GAAGCGGCTCCCATGACGACAAAGCGCATCCACCAATCCACCCCATCGTAAGTCTGGGGC 
CTGAAGCAAATGTTTCGCCAGTGGAAAGAAGAGTATACGAGTACGTGGCCAGGCACTTTT 
TGGCATGCTGCTCAGAGGACGCCAAGGGCCAATCGATGACCCTTGTGTTGGACTGGGCCG 
TTGAACGTTTCTCAGCTTCAGGTCTCGTAGTCCTAGAGAGAAATTTCCTCGATGTTTACC 
CTTGGGCCCGATGGGAAACCACCAAGCAGTTACCGCGGCTT6AAATGAATGCCCTCGTAG 
ACATCGCGAAGGCCGAAATGAAGGCGGGCACTACGGCGCCGCCCAAGCCGATGACTGAGA 
GTGAACTCATTCTCCTCATGGATACAAACGGCATTGGCACAGACGCCACCATTGCGGAGC 
ACATAGACAAGATCCAAGTACGTAATTACGTTAGGAGCGAGAAAGTAGGCAAGGAAACCT 
ACTTACyU^CCCACGACCCTGGGTGTCTCACTAGTGCACGGCTTCGAGGCCATCGGCCTCG 
AAGACTCCTTTGCAAAGCCCTTCCAGCGCAGAGAAATGGAGCAAGACCTCAAGAAAATCT 
GCGAAGGTCATGCCTCCAAGACTGATGTTGTAAAGGACATAGTCGAGAAGTATAGGAAGT 
ACTGGCT^CAAGACGAATGCCTGCAAGAATACTCTCTTGCAAGTTTATGACCGTGTCAAGG 
CATCCATGTAA 

YLR234W, 656 aa (SEQ ID NO 188) 

MKVLCVAEKNSIAKAVSQILGGGRSTSRDSGYMYVKNYDFMFSGFPFAENGANCEVTMTS 
VAGHLTGIDFSHDSHGWGKCAIQELFDAPLNEIMNNNQKKIASNIKREARNADYLMIWTD 
CDREGEYIGWEIWQEAKRGNRLIQNDQVYRAVFSHLERQHILNAABNPSRLDMKSVHAVG 
TRIEIDLRAGVTFTRLLTETLRNKLRNQATMTKDGAKHRGGNKNDSQWSYGTCQFPTLG 
FVVDRFERIRNFVPEEFWYIQLVVENKDNGGTTTFQWDRGHLFDRLSVLTFYETCIETAG 
NVAQWDLKSKPTTKYRPLPLTTVELQKNCARYLRLNAKQSLDAAEKLYQKGFISYPRTE 
TDTFPHAMDLKSLVEKQAQLDQIAAGGRTAWASYAASLLQPENTSNNNKFKFPRSGSHDD 
KAHPPIHPIVSLGPEANVSPVERRVYEYVARHFLACCSEDAKGQSMTLVLDWAVERFSAS 
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GLVVLERNFLDVYPWARWETTKQLPRLEMNALVDIAKAEMKAGTTAPPKPMTESELILIjM 
DTNGIGTDATIAEHIDKIQVRlJyVRSEKVGKETyLQPTTLGVSLVHGFEAIGLEDSFAKP 
FQRREMEQDLKKICEGHASKTDVVKDI\^KYRKYWHKTNACKNTLLQVYDRVKASM 

YLR238W, 1937 bp, CDS: 501-1937 (SEQ ID NO 189) 

CTTCGTTCACACTTAATATTAAATAACAGCTCTTTCCTAATAATAACATATACACTAGAT 

ATATAATACCAAATAAATTAAAAAAAAAGAAAAACAAAAAATAACGTAGCTTTGTTACAG 

TCGTAAAAAAAAGAACAATAAACCAATCTTATTGCCAGCGTCTAACTAGTCCTATTATAT 

TCCAATATATTAAGGGGTAAGGACTACTATTATTCGCCCTGAATTGAAATCTTTTAGAAA 

GCACCTGTTCTCTCTCTGGTGTTCTTTTTTTCTCATCTATTATCTAATTTCTTCAACCTT 

CGTTATTTGTTGTTATTCCGTAATCGTGGTGCTCAACTTTTGAAATTTCACTTGT^ 

ATAACGGAACATAATTAAAAATTTGTTCTTGAAAGTCAa^Ga^CTACGTGAACACAAAA 

TTAAGGCAAGAGTGACa^GTAACCCTCACAAGGAGCCTGTCGTTGGTTATATTGGAAGC 

TATAGATATAATCGAATCCAATGACTGGTCCTGGACCT6AAATAAATAAGGAGGAGCACC 

CCAGTTCTCCGGGCAAGAAACAGATAACATATAATAGTATACCCAAGAATGCAAATCTAA 

TTGATCGATCTACGAATTCATCGAAGAGGCCAATTGAAAAGTATGACAAGAGAATAGCCG 

ACCCAACAAAAAGCTATTTTCCACATAGCATATCAAGAACACCAAGGAGAAAATATACTT 

ACATTCTAGTCCTCACATCACTAAATGGAACTTTTGAGAGCAAACATGTGGTGATACC^ 

TTAAACCAGATGGTTTGAAATTGGGAAGGCCTGTTGCTAATAGTAATAGCAGCTCCAGTT 

CATCGCTCAGGGGCGGTAAAAGAGTGGATTCACACACTTTTTCCCAAGTAAGGTCCGATA 

ATGGTAATTTCGATTCAAGAGTACTCTCCAGGAATCATGCATTGTTAAGTTGCGACCCGC 

TCACGGGTAAGGTATATATACGAGACTTAAAATCCyVGTAATGGTACGTTCATTAACGGTC 

AAAGAATTGGCTCAAATGACGTAGAAATCAAAGTTGGCGATGTGATAGACTTGGGAACAG 

ATATAGATACGAAAATTGAGCATCGAAAAATAAGTGCCACAGTTGAAGAACTATTTGTAC 

AACCTTTATTAGAATCACCGATTTTTGAAAATGAAGATAGTGATGATTGCCATACAATTA 

CAGAAAAAGAGGAGGCTGCTGCCATAACAAGTCACATATATGGTGATTCCAACAACCTAG 

AATTGGAAGAAGTTATCCTGGGCTCTGATACAGAAATACTGAGTGGAATTTTTATTAATA 

ATTGTATTGGTACGAGCCCGACTTTATCTAATATCATCAAAACCCTGGCAATGGAAATTC 

CATTTTCCAAATGCGATAATTTTAAATTACAGTCGATGGAGAATTTCTTAATTAATTATA 

CGACACATCTAGAATACACGAACAAACTTTTAGTGGAAAAAAATGATCAGCAACTGGTAA 

AGCTGCAAAATGGATTAAGAAGGAAACTGTCGGGGAAATACGAAAAGATTATCGAACAAA 

ACAGAAATCAAGTAAAACAGTTGGAAAGGGACCATATGTTTTTCAAAAAGTCATTTGAAG 

TGAAGAAAAGAAGAAATAATGAAAAGCAAAAAAGCATGGAAAGGGAAATAGAAGACTTGA 

AAACTAGGTTAGAAGTGGAACGATATAAGAATTCACAAATGATGAAGAAGAACAAACAGA 

AAGAACAAGAACTCTCyU^CTGCATCTAAAAAAAAGACTACCGAACATGACACTAGAGGCG 

TCCCGGGCATGAATCCTAAGGGTACTGACAAATTTAGCATCAAGAACACGCTATGTAATC 

ATTTCACACTATTAACATTTGGAACTATTTCCATCGGGATTATAGCTATTGTCT^^ 

TCCTTTCCCCCAACTAG 

YLR238W, 478 aa (SEQ ID NO 190) 

MTGPGPEINKEEHPSSPGKKQITYNSIPKNANLIDGSTNSSKRPIEKYDKRIADPTKSYF 
PHS ISRTPRRKYTYILVLTSLNGTFESKHWI PFKPDGLKLGRPVANSNSSSSSSLRGGK 
RVDSHTFSQVRSDNGNFDSRVLSRNHALLSCDPLTGKVYIRDLKSSNGTFINGQRIGSND 
VEIKVGDVIDLGTDIDTKIEHRKISATVEELFVQPLLESPIFENEDSDDCHTITEKEEAA 
AITSHIYGDSNNLELEEVILGSDTEILSGIFINNCIGTSPTLSNIIKTLAMEIPFSKCDN 
FKLQSMENFLINYTTHLEYTimjLVEKNDQQLVKLQNGLRRKLSGKyEKIIEQNRNQVKQ 
LERDHMFFKKSFEVKKRIOJNEKQKSMEREIEDLKTRLEVERYiaJSQMMKKNKQKEQELST 
ASKKKTTEHDTRGVPGMNPKGTDKFSIKNTLCNHFTLLTFGTISIGIIAIVFKILSPN 

YLR241W, 2849 bp, CDS: 501-2849 (SEQ ID NO 191) 

CGAACATACCTGATATCAGAATAGATCCCAATGGTGCTATATTACGTGTAAGAGAGAGAT 

TTAATTTGAATATGTCCGAAGAAGATGCCACAGTGCATTTTCAGAATCTAATCAATGATA 

GTGTAAATGCTTTGCTGCCTATCGTGATTGATCATTTACATAATCTGGCACAATACTGGC 

GGACCTGATTGGTTGATAATTGGTGCTTCAAAATTTAAATTTCGTCACTCTAATTATACT 

TAACATATAAATGGTACCTTCAATATATCTTCTTAGTAAAAAGTAGCATGATTTTGTGTT 

AATTTGCACTTTTTTTATTTAAAAATAAAAATCACAGTTAATTTTTCATGATCT^ 

GACACGCCTCCCCCTAATGTGGCATATATAACAATTGTGAATCAGAAAAACTCAACACTT 

TAAa^TAATGGCGGGCACGAAGGCTAAACAAACAAGATTAGCATTGAATGCCTTTTTTGG 
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GTACAATAGAACAGTACTGAATGACATCATATATCGAAAGGCTCAAGTCGGCAGCATCGT 
ATCTTGATACAGTTCCAGATGA6CATCATGATTTCAGAAAACCCACCGCCAAGGTTGTAA 
CGACGCAACTGACTATTGCTACTTCACTAGGTATTTTTGCTTTGCTTTCGTTCTCAATTC 
TACTAAAAAAGTGGCCTAGATTATACGCAAGCAGACGATATAAAGATGACGGGAACCTTC 
GCTTACCGTCCTGGAATCAGTCAAGTTTATTCGGCTGGTTAACAGTGTTGTATAAGATAC 
GGGACGAACAGATTCTGGAATATGCAGGTTTAGATGCGTATGTGTTTTTGAGTTTTTTCA 

TAAGATATCATTTTACTGGAAAAATTGATGACGGCAACGATGATGATGACAGTGAAAGTT 
CTTTAATACATCTGGTAAAAAGAATTGTGGAGGGAAGTGGCGATGGTGACAATCATTCAG 
CTCCCGAACGTACAAATGTGTACCTCTGGATGTATGTTCTCTTCACATATTTCTTCACCT 
TCATAGCAATTAAAATGGCAGTTGCGGAAACAAAGCACGTCGTAAGTACTAGGCAAGCTT 
ATCTTGGGAAGCAAAATACGATTACTGATAGAACGATAAGGCTCTCAGGCATCCCGATAG 
AGCTTCGTGATTCGGAAGCCTTAAAGACCAGAATTGAACAATTAAAAATCGGCACCGTTT 
CATCAATCACTATTTGTCGAGAGTGGGGTCCTTTGAACAAGCTATTTCATTGTCGGAAGA 
AAATACTCAAAAACCTGGAATTAAAATATTCAGAATGTCCAAGGGAGCTCCGTACTCGAC 
AACCy^TATTCGGAGAACTATCATTTATTGGGAAACGAGCAATCAGGCGCAGTTACACATG 
GAGAAAATGTTCCATCAAGCAATAATAATGACGAGGATACrATACTATATTCTCAAATTT 
CTCTTGGAGAGAGACCAAAAATGAAAATTGGATATCGTGGTATCTTTGGGAAGGAAGTAG 
ATGCCATAGAGTACCTGGAGCAGCAATTAAAATTTATTGATGCTGAAATTATTGAAGCGA 
GGAAACAACACTACTCCGCAACACCTACGGCATTCGTTACGATGGATTCTGTTGCTAATG 
CGCAAATGGCAGCTCAGGCGGTATTAGATCCTAGAGTACATTACTTCATAACCAGATTGG 
CTCCTGCACCTCACGATATCAAGTGGGATCATGTTTGTCTTTCTAGAAAGGACCGGTTAA 
CAAAAGTTTATTCTACTACCGTATTTATAGGCCTTTCAAGTTTGTTTTTAGTCATTCCTG 
TATCATACTTAGCCACATTGCTAAATTTGAAAACACTTTCGAAATTCTGGCCAAGCGTAG 
GGCAGCTACTAAAAGATCACCAGTGGGCCGCTAACATTGTAACGGGGCTATTACCAACCT 
ATCTCTTCACATTGCTTAACTTTGGAATCCCCTATTTTTACGAGTATTTGACTTCTTATC 
AAGGATTGGTATCATACAGCGAAGAGGAAATCTCACTTGTTTCAAAAAATTTCTTTTATA 
TTTTTGTCAACCTTTTCTTAGTTTTCACATTGGCAGGTACAGCATCTAATTACTGGGCGT 
ACCTCAGCGATACCACCAAAATTGCTTATCAACTTGCTACATCTGTGAAGGAGTTCTCCT 
TATTCTATGTCGATTT6ATTATATTGCAAGGTATTGGTATGTTCCCGTTTAAGTTGTTAT 
TAGTTGGTAGTTTGATCGGCTTTCCTCTAGTGAAAATCAAGGCTAAGACACCTAGGCAAC 
GGAATGAACTTTACAATCCACCGATATTTAACTTTGGACTACAATTACCACAGCCAATTC 
TGATTTTGATTATAACGTTGATCTACAGTGTAATGAGCACGAAAATTTTGACTTCAGGGC 
TGGCGTACTTTATTATTGGGTTTTACGTCTATAAATATCAATTGATTTTTGCCACAGATC 
ATTTGCCCCATTCTACAGGAAAAGTATGGCCATTAATTTTTAGAAGAATCATCGTTGGAT 
TGCTATTGTTTCAATTAACAATGACAGGAACACTGGCAGGATTCGAAGGAGGATGGGTTT 
TGTCATCTTGCCTTTTCCCGCTTCCAGTAGTGACATTATGTTTCCTATATGATTTCGAGA 
AGAACTATTTGCCGTTGTCAAAATATATCGCATTGAGTTCAATTCGCGAGTACGAAAGAG 
ACAATTCTACGGTGAATTCTGCCAATGAGGAAGAGTCGTATGCATACCCTTACGCTGTGA 
GTGAATTAGAGGGTCCGATGTTGGATTGA 

YLR241W, 782 aa (SEQ ID NO 192) 

MTSYIERLKSAASYLDTVPDEHHDFRKPTAKVVTTQLTIATSZ.GIFALLSFSILLKKWPR 
LYASRRYKDDCTJLRLPSWNQSSLFGWLTVLYKIRDEQILEYAGIiDAYVFLSFFKMCIKLL 
SIFCFFSVCVISPVRYHFTGKIDDGNDDDDSESSLIHLVKRIVEGSGDGDNHSAPERTNV 
YLVMYVLFTYFFTFIAIKMAVAETKHWSTRQAYLGKQNTITDRTIRLSGIPIELRDSEA 
LKTRIEQLKIGTVSSITICREWGPLNKLFHCRKKILKNLELKYSECPRELRTRQPYSE^fY 
HLLGNEQSGAVTHGENVPSSNNNDEDTILYSQISLGERPKMKIGYRGIFGKEVDAIEYLE 
QQLKFIDAEIIEARKQHYSATPTAFVTMDSVANAQMAAQAVLDPRVHYFITRLAPAPHDI 
KWDHVCLSRKDRLTKVYSTTVFIGLSSLFLVIPVSYLATLLNLKTLSKFWPSVGQLLKDH 
QWAANIVTGLLPTYLFTLLNFGIPYFYEYLTSYQGLVSYSEEEISLVSKNFFYIFVNLFL 
VFTLAGTASNYWAYLSDTTKIAYQLATSVKEFSLFYVDLIILQGIGMFPFKLLLVGSLIG 
FPLVKIKAKTPRQRNELYNPPIFNFGLQLPQPILILIITLIYSVMSTKILTSGLAYFIIG 
FYVYKYQLIFATDHLPHSTGKVWPLIFRRIIVGLLLFQLTMTGTLAGFEGGWVLSSCLFP 
LPWTLCFLYDFEKNYLPLSKYIALSSIREYERDNSTVNSANEEESYAYPYAVSELEGPM 
LD 
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YLR321C, 1781 bp, CDS: 501-1781 (SEQ ID NO 193) 

TTCAAGTGCACTCTTTGTAAGGAAGATTACAAGTCTCCAGTGGTCAa^CTGT^ 

TATTTTTGTOSATCGTGTTTTGCCAAAGATATGAAAAAGGGCACCAAATGCT^ 

CACAAGGAGACCCACGGCAGTGCAAAAGTAGCATCTGACTTACAGAAGATGCTAAATAAA 

AGGAAAAGTTGATGGAGAATGCCATATCACCCCAAAAATTACACGCACCCGATGCTAATG 

TACAGGAATTATAGAGCACATGACCCATAGATTTATCGAGCATTGTTGCAATTTCGAAAG 

ACTCTTTCACATAATAAAGTATGTAAACTATATAGATAGAAGATGTCCCGTGTCTTTTTG 

TCTACTAAATGATGATCTGCTCATTTAAAGTCGCCGCGACTACTTTGACAAAAAAAAAAA 

ACTTAGAAAATACGACAAATAGAGATTATTGAATGAAGTACATTGAAAAAAGAAAGAAGA 

AAGGCACATAGCAGCACACAATGTCGCACCAAAACCAGCTTATTCCACAAGCTTATATTT 

CTAACTTTCATAAGAGATTGACAAACGAAGATGATGGTATCCCCATCTTTAOATGGCTC 

AACAAACAAGGCAGCATAAAAGGGCTAAAGTGGTCAACTATGCGGAATATGACAACGATC 

TCTTTGATGAATTCAATATGAACGGTTCTAATTTCAACAATGCTGATACACACTATAAAG 

ATAATGCAGTGTCTCATGAAAATACTCCGGCACTTACAAATGGTGTTACCATGGACGGTT 

CCGAATACAATGTCCTAGAGAACATGAATGGAGCTGATAGTATTATCTCTAACAACAAAT 

ACGATGCGGGTTCAAACATGGTTGTGGAATCTTTATCCGGTTTGAATAGCAATAACJ^ 

CCAGCAATGGTCCGAGCAACAAAGCGCAGGCACAGGATATTGGAAACGCCGTTCTACCGG 

ATCTGCAAGACCAACACCACAACCCCTTCAACATATTGAGATACCCTAAAATAAGAGATA 

CTTTCATTAACGGAAAAGTGGTGTCTCCATATAGACTCAACACTGATCAAGAAACGAAGG 

CAAACGCCAATTCTGGAGAGGCAATCATGATACCAATTACTTTGGATATAGAACATATGG 

GTCATACCATAAAAGACCAGTTTCTCTGGAACTACAATGACGACTCCATATCTCCGGAGG 

AATTTGCCTCTATATACTGTAAAGATCTTGATATGACTTCCGCTACCTTACAAACTCAAA 

TTGCGAATATAATAAAAGAGCAGTTGAAAGACCTCGAAAATATTGCAGCCACTGAGATAA 

TCTCTGACCTCCACGTGATAATCAACCTAACCTGCAACTTAC^GACAGATTTT^^ 

ATAACTTCCAGTGGAACTTGAACGACAAATCACTTACTCCAGAAAGATTTGCTACATCCA 

TTGTACAGGACCTTGGCTTAACAAGAGAGTTCATCCCCTTAATATCTCAATCGCTTCATG 

AAACTATCTTGAAGATAAAGAAGGACTGGGTAGATGGCCACTTGATTCAGGACCATGTCC 

CAAACGATGCCGCATTTGGGTACTTATCTGGTATAAGGCTGGATATTGATGAACTGGGCT 

CCAATTGGTGCCCAAGGGTGGAAATATTAACAAAAGAAGAAATACAAAAGAGAGAAATTG 

AAAAAGAAAGAAACTTAAGAAGATTGAAAAGAGAAACTGATAGATTATCTAGAAGGGGCA 

GGAGAAGATTAGATGACTTAGAAACCACAATGAGAATGTAG 

YLR321C, 426 aa (SEQ ID NO 194) 

MSHQNQLIPQAYISNFHNRLTNEDDGIPIFTMAQQTRQHKRAKVVNYAEYDNDLFDEFNM 

NGSNFNNADTHYKDNAVSHEOTPALTNG\miDGSEYimiENMNGADSIISNNK^ 

VVESLSGIJJSNNNASNGPSNKAQAQDICa^AVLPDLQDQHHNPFNILRyPKIRDTFINGKV 

VSPYRLNTDQETKANANSGEAIMIPITLDIEHMGHTIKDQFLWNYNDDSISPEEFASIYC 

KDLDMTSATLQTQIANIIKEQLKDLENIAATEmSDLHVIINLTCNLQDRFFEDNPQWNL 

NDKSLTPERFATSIVQDLGLTREFIPLISQSLHETILKIKKDWVDGHLIQDHVPNDAAFG 

YLSGIRLDIDELGSNWCPRVEILTKEEIQKREIEKERNLRRLKRETDRLSRRGRRRLDDL 

ETTMRM 

YLR322W, 815 bp, CDS: 501-815 (SEQ ID NO 195) 

GTCATATCAAGATCTTTACAGTATATAGAGGCAAATTCCTCCGGAGATATGGAGTCGTCA 
TTGTAGTTCCAGAGAAACTGGTCTTTTATGGTATGACCCATATGTTCTATATCCAAAGTA 
ATTGGTATCATGATTGCCTCTCCAGAATTGGCGTTTGCCTTCGTTTCTTGATCAGTGTTC 
AGTCTATATGGAGACACCACTTTTCCGTTAATGAAAGTATCTCTTATTTTAGGGTATCTC 
AATATGTTGAAGGGGTTGTGGTGTTGGTCTTGCAGATCCGGTAGAACGGCGTTTCCAATA 
TCCTGTGCCTGCGCTTTGTTGCTCGGACCATTGCTGGCGTTGTT'ATT(X:TATT^^ 

gataaagattccacaaccatgtttgaacccgcatcgtatttgttgttagagataatacta 

tcagctccattcatgttctctaggacattgtattcggaaccgtccatggtaacaccattt 

gtaagtgccggagtattttcatgagacactgcattatctttatagtgtgtatcagcattg 

ttgaaattagaaccgttcatattgaattcatcaaagagatcgttgtcatattccgcatag 

ttgaccactttagcccttttatgctgccttgtttgttgagccattgtaaagatggggata 

ccatcatcttcgttrctcaatctgttatgaaagttagaaatataagcttgtggaataack: 

tggttttggtgcgacattgtgtgctgctatgtgcctttcttctttcttttt^^ 

ttcattcaataatctctatttgtcgtattttctaa 
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YLR322W, 104 aa (SEQ ID NO 196) 

MRHCIIFIVCISIVEIRTVHIEFIKEIWIFRIVDHFSPFMLPCLLSHCKDGDTIIFVCQ 
SVMKVRNISLWNKLVLVRHCVLLCAFLLSFFNVLHSIISICRIF 

YLR325C, 737 bp, CDS: 501-737 (SEQ ID NO 197) 

CCACATGTCACAACTACTTTGTGAAGTTGCAATGCGTGATTAGTATTATAAAACATCATA 
GCCTTGCCAAATAAACTCGCTTCCCAGAAAAGACGCCAAATTAACTGCCGCTGTTATGTG 

TTCCAAGACGGAATTTTCATCTAGAGAAAATGCATCCGTGCATTTTCATAAACCCACACA 

ATTAAAATGCCTTGCGAAAAGGAGGACTCGTCCGTGCAACTGTTGAAAAAAATAGACGGA 

GCATCATACGTTCGAGTGGAAAATTATGGAGAGTTTTCCAAGCTCTATGGCATGTAGAGT 

CGTGATTGCTGCTGTACGCTTTTGCACAATATTGAATCTTCAATCTAAAGAATTAAATTT 

TCTAATTTCAATGTAGAAATATTTCAACTGTTAGTTTTTTATTTCAGGTTGAATATAGTA 

CGACAAAATATCAAGGAAAAATGGCTAGAGAAATCACCGACATCAAAC/^TTTTTGGAAT 

TGACCAGAAGAGCTGACGTTAA6ACCGCCACTGTTAAGATTAACAAAAAATTGAACAAGG 

CCGGTAAGCCATTCAGACAAACCAAGTTCAAGGTTAGAGGCTCTTCTTCTTTGTACACTT 

TGGTTATCAACGATGCTGGTAAGGCTAAGAAATTGATCCAATCTTTGCCy^CCAACT^^ 

AGGTTAACAGATTATAA 

YLR325C, 78 aa (SEQ ID NO 198) 

MAREITDIKQFLELTRRT^VKTATVKINKKLNKAGKPFRQTKFKVRGSSSLYTLVINDAG 
KAKKLIQSLPPTLKVNRL 

YLR344W, 1331 bp, exonl: 501-519, intronl: 520-966, exon2: 
967-1331 (SEQ ID NO 199) 

TAAGGGCTGTCAATTTTTCATTTCCCTCAAAGTTAATGCGCAAGAGTTAGGATGATCTTG 
ATTATTAGTTATTTGTTTGTTCCATCAATTATGCCGACGTCCATGAATGCTATTGAAGTA 
TCGATTACTTATGCTATTCTATTGTATTTGAGCCGGCGGCTAGTAAACAAGACAGCATAC 
CTTTCCAACATCCGTACATATTGATTATTGTATCTATGATTTTCATGTAATGTATGGGTT 
AACTAATCCTTTCTCTTCTTTTTTTTTTTTCTGAAAATCAGTAGCTAGAGGAACCTGTTC 
GTGAAAGATATGGAATATTCCGTCTAGGGAAGAGCCGAGAGCTGAGAGCAGTATCCATCG 
GATGGAATCTTGCCTGGATGCGTAACGACGACAGCTTGTCTA6AAGGCGAAGTACAAGAT 
ACTAAGAAGACTATAACAACAGAAGACAATTTTGTAGTGCGATTCTATATTATTGACGTA 
ACCAACAAAAAAGTATCAGAATGGCTAAACAATCATTAGGTATGTGCACAAATGCTAAAT 
CACTGAAACCCTGTAGAGCTGGAATTGAAAATATAGTTTGTACCTTTTGCCTGAGGGCAG 
AATGACTCAATGTTATCTTAATTCGATTAGAAAAAGAAGGTCCGTTATCCAAGGTTGAAA 
CTTGTAAACTATTTAGGTGATGTCTCAT/^CTGCAACCACTGGAAAATGACGCAAATATC 
AAAATAATAGGGAGATAAAGTCTCACGACATGAAAAAATCATAGAATTATTGTTCAATTT 
ATCTAGCCGTATCTTACCTTATGGAAAAAGTGTGAATATGTTTTTCTAAATCGAGCTTCC 
CGGAAATTACACTATATTATGCATCCGTGATACATCTGAAATTCAATACTTTCTCCAAGG 
TCCTGCTTACTAAGAGGGTAAGATTTGTTGAAACTCGAAATACTAACATTATTTTCATTA 
TTTTAGACGTTTCCTCCGACAGAAGAAAGGCTAGAAAGGCTTATTTCACCGCCCCATCCT 
CCCAACGTCGTGTTTTGCTATCTGCTCCATTATCTAAGGAGTTGAGAGCTCAATACGGTA 
TCAAGGCCTTGCCAATCAGAAGAGATGATGAAGTTTTGGTTGTTCGTGGTTCCAAGAAGG 
GTCAAGAAGGTAAGATTTCATCTGTTTACAGATTGAAATTTGCCGTTCAAGTTGACyVAGG 
TTACCAAGGAAAAGGTCAACGGTGCTTCCGTTCCAATOAACTTGCyVCCa^TCCAAGCTTG 
TCATTACTAAATTACATTTGGACAAGGACAGAAAAGCTTTGATCCAAAGAAAGGGCGGTA 
AGTTGGAATAA 

YLR344W, 127 aa (SEQ ID NO 200) 

MAKQSLDVSSDRRKARKAYFTAPSSQRRVLLSAPLSKELRAQYGIKALPIREDDEVLWR 
GSKKGQEGKISSWRLKFAVQVDKVTKEKVNGASVPINLHPSKLVITKLHLDKDRKALIQ 
RKGGKLE 

YLR367W, 1376 bp, exonl: 501-633 intronl: 634-1116, exon2 : 
1117-1376 (SEQ ID NO 201) 

AGGGATTGCTTAAGAATCAAAGTAGCTTAACTCTAAAGTATTATTTTCCTCAGTTGTG(3G 
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CCCATGTGTTGGAGGGAAGGAATATATTGAAATGTAAATGTTCTTAAGTTCGGTTGAACT 

TGGATATTGTTACi^GAGTTCTAGTCTTTGATACCATTTTTACGCAATTACAACCGCATT 

ATTTACCTTTTCATCTTCAGTTTTACGGTTCAGTTTATTCTGTTACGAAAGAACTATGGT 

GATTCAAAGGCGAAGTGCGTAGGATTGTAACTCCTATATCTTTAGGATACTTACAATTTT 

GTACTGTTTTCAAGACCACTGTAACCGATAATAAACCGGAGGACACATTTTAACCCACTA 

TTTTTTTCAGAAGATCyVGATGCGAGAGCrCGAAGCATAAGTATAATACTAACGTTT^ 

ACATAGTAATTAGGTAAAAAATGACTCGCTCTTCCGTTTTAGCTGATGCTTTGAATGCCA 

TTAATAACGCCGAAAAGACCGGTAAACGTCAGGTTCTATTGAGACCTTCTTCCAAGGTTA 

TCATCAAGTTTTTACAAGTTATGCAAAAGCa^TGGTATGTTCCyUVCTAT^^ 

TCACATGTGTTTCAATTTCTGCTTATTTTTAAATGTTACCACGAGGT^ 

ATGTTGCGCAACTCTAACGAAGAAATAATTATTGCCATTGTTTTTTACTCCGGGCTGATA 

ACTAGATGGTGTGATCGGGCAGTATACTAATTTATACTGGACAAAGACTCGTAAAAGATG 

TTCTTTGTGCTTAGTCCCATACTGTTTTTTAAGTGTCCGGGATATTTAATCCCATGTGGA 

AATGCTTCTTACACGGTTATGGATTACACCTCATGTGTAGCTACTATATCCATTACCGTT 

TACTTTTCCTCAAAATCTCACTCTTAAAATTTTCAATGGCAAAATTCTTCCGCAC^ 

AGACAACATTTTCTTGTTTTTTATGAAGTAAGCAAAAATTTCGAATCAACAACGCTC 

GAGATTCTTCAATACTAACATTTACTCCTTATTTAGGTTACATTGGCGAATTCGAATACA 

TTGACGACCACAGATCTGGTAAGATTGTCGTCCAACTGAACGGTAGATTGAACAAATGTG 

GTGTTATTTCCCa^GATTTAACGTTAAGATTGGTGACATTGAAAAATGGACCGCCAACT 

TATTGCCAGCCAGACAATTCGGTTACGTTATTTTGACTACTTCTGCGGGTATTATGGACC 

ATGAGGAAGCTAGAAGAAAGCACGTTTCCGGTAAAATCTTGGGTTTTGTCTATTAA 

YLR367W, 130 aa (SEQ ID NO 202) 
MTRSSVLADAIJJAIimAEKTtSKHQVT.IiRFSSKVIIFJ'LQl'M^ 

IWQLNGRIJJKCGVISPRFNVKIGDIEKWTANLLPARQFGYVILTTSAGIMDHEEARRKH 
VSGKILGFVY 

YLR393W, 1340 bp, CDS: 501-1340 (SEQ ID NO 203) 

CCCTCy^CCCGCATTTTGCTGAGAATTTTCACCAAGGCCCTAGGTGATATTAGATTC 

CTGACTAATTGCATTACAGCCGACCCAAGGCAATATCT^GTTTAATAAAATATCATGTATC 

TCACCCTCTTCTTGGTATTAGTAAAGAGACGCCTGATCTTGTAACAGTGGTGAAGATTGT 

ACTAGAGCAGAATCAAGAATTTAAAAAGTGTAAAGGCAAGGCAGAGGCGATGTACATAAA 

ACTTCGAAGTAAGAAATATTTAATAGTTCTCGCCACATCACTATGCAGCTATATAAAAAC 

TACTATAAACGTTTGTTTTGTTCCTTACGCACAATATCCTTGCCTAGAAATCGTTTTTGA 

AATTTAAATTTTTATTACCATTTATTTGATTCGCCTTCAGAAAAATATGGAAGAGTGCAT 

ATTTAAAAAGGACTATTTCAGCATATAGTAAAAGTCAGGTTATTTGTTTATTTGCGATAT 

CAGAGTAACTTAAACTAACTATGCAGGGCACTTTTAAAAGGTTTTACCyiTCCCACGCTTA 

CGCGGATGTCCTTCTTGGATAAATTCCrO^GCCTATGATGGCAACGGCTTC 

AATACCAGATCAAACAACTX^GTCaU^GCCAATAGGCTTAACACAAGCACCAAGGAAAAGCA 

CCAAATACTCCCAGGGGAACTCTTTGAGGGATATGTTTGATTCGGAAAAGACA?VACCACA 

GAGTTAAAGAGTTGGCCGTTGAATTCAGCAAATCTGGACTTTATGACGTGCAAGTCTTCC 

AAAAGACAAAGGGGAAATTGTTTATAGCTCCAGTTTCATATTGGAAAGAAGATAAAGCTT 

ATATGTTAAGGGGTAAAACCAGTATAGTGAGGTTATTTAGTACAGCATCTGGCGATAAGT 

TGAGTAGTTCATACTTCCAAGGAATCGTAGACGATAACAAAAAAACTGACTACTTGACTG 

AAGCTGATGCGCGTTTAAGTTTAAATGACAGTAACGTCCAAATCATCGAGGTCAATCTTG 

TAGAAAACGCTGTGAAAAGTGCTCTAGTGAAAAaXn^TGCTCGTTGGGCCAATCG^ 

CATCCTGGCGCCAGCCATTTTATTTCGAATGOTCTAGAGGCCAATGGCCATTTTCCGTa^ 

GGGAAGAGCTCTTTTGCAATAATGTCTTTTCTGGATACGTtnTTC 

TAAAAATTAGGTGGGCAGCTTGCGGGGAGGCTACT(XATCTGAAAAGGAAGCATTGT^ 

AGTTTGCCAAACGTCTGTGA 

YLR393W, 279 aa (SEQ ID NO 204) 

MQGTFKRFYHPTLTRMSFLDKFLKPMMATASPKEYQIKQLVKPIGLTQAPRKSTKYSQGN 
SLRDMFDSEKTNHRVKELAVEFSKSGLYDVQVFQKTKGKLFIAPVSYWKEDKALFFPHLI 
GTAMDGTKQQNIEDIILRGKTSIVRLFSTASGDKLSSSYFQGIVDDNKKTDYLTEADARLS 
LNDSNVQIIEVNLVENAVKSALVKTLARWANRVPSWRQPFYFECSRGQWPFSVREELFCN 
NVFSGYVFLVDQQLKIRWAACGEATPSEKEALWKFAKEIL 
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YLR423C, 1754 bp, CDS: 501-1754 (SEQ ID NO 205) 

TTCTATTGGTGTAGTTATACCAGAACCATCCTTCCCAAGGCCTTTTCCCGCAACATATCC 

CATACTCGAAAGTAACTTCGCACCAATACCATATGTCTTCGTTAATTTTGAGATCGTTGG 

GGCATTGCCGCTACTAGTTTTCAAGGCATCATTA6T6TATGTCATGTCACTATTCATGCT 

TGAATTATTATCTTCCTCATCGCTATAATTATAGGAATCGATTCTTCTTTTTTTC 

GAACTTTTTATCTGTGTTGGAGTCCGAATCCTCCATGTTTTGGCGTACTGAAGGCTTAAG 

TTCTTCGACCTCTCTCGGTTGTACTATTTCGAAATTTTGGATTTTTGTTATTGTTT^ 

ATAATGTAAATACTAGATGCGCGCTCTAAGGCCTCAGTATTAAAAATTGCAAGATATCCC 

TAACTTGATAATTATTTGAAAGTCGCATAACGTACGATAAATTCGATACTGCGAGGATAT 

TATCAACGTATTTAACACCTATGAACGAAGCAGATGTTACAAAATTTGTTAATAATGCCA 

GGAAAACGCTGACCGATGCTCAACTTTTATGTTCAAGTGCTAATTTAAGGATTGTAGATA 

TTAAGAAAAAATTGTCATCTTGGCAGTTGAGTATTTCAAAACTCAATTTTCTAATAGTTG 

GCTTGAGACAGCAAGGAAAGTTTCTTTACACTATTTTAAAGGAAGGCATTGGGACAAAGC 

TAATCCAGAAACAATGGAATCAAGCTGTCTTAGTGGTCTTAGTTGATGAGATGAAGTACT 

GGCAATATGAAATCACTTCTAAAGTACAAAGGTTGGATGGTATAGTAAATGAATTGAGCA 

TATCAGAAAAAGATGATACCGATCCCTCT2U^CTAGGAGATTACATCTC6AGAGACAACG 

TTAACTTATTGAATGACT^CTGAAAGAAGTGCCAGTAATTGAGCGTCAAATTGAAAACA 

TTAAGCTTCaATACGAAAATATGGTCAGAAAAGTTAACAAAGAACTGATTGATACCAAGT 

TGACGGACGTAACTCAAAAATTCCAAAGTAAATTTGGTATAGATAACCTGATGGAAACAA 

ATGTTGCAGAGCAGTTTAGCAGGGAACTAACGGACCTTGAAAAAGATTTAGCAGAGATAA 

TGAATTCATTGACACAGCACTTTGATAAGACATTGCTGTTACAAGATAAAAAAATTGATA 

ACGATGAACGTGAGGAGCTGTTTAAGGTGGTACAAGGCGACGACAAAGAACTATACAACA 

TTTTCAAAACTCTGCATGAGGTAATTGATGACGTGGACAAAACAATTCTTAACTTGGGTC 

AATTTTTGCAGGCAAAAATAAAGGAAAAGACAGAACTACACAGCGAAGTTTCTGAAATAA 

TAAACGATTTCAATAGAAATTTGGAATATCTATTAATCTTTAAAGATATTTCCAATCTGA 

TTGATAGCTTCAAAAATTCCTGTACACAAGATATTCAAACAACTAAGGAACTTTGTGAAT 

TTTATGATAATTTTGAAGAAAGCTACGGTAACTTAGTTCTAGAAGCAAAGAGGAGAAAGG 

ATGTGGCAAACAGAATGAAAACTATATTGAAAGATTGTGAAAAGCAGTTGCAGAATTTAG 

ATGCTCAGGACCAGGAAGAACGTCAGAATTTTATAGCGGAAAATGGAACTTATCTTCCTG 

AGACAATCTGGCCCGGTAAAATTGACGATTTTTCTTCCCTGTACACTTTAAATTACAACG 

TGAAGAATCCTTAG 

YLR423C, 417 aa (SEQ ID NO 206) 

MNEADWKFVWWARKTLTDAQLLCSSANLRIVDIKKKLSSWQLSISKLNFLIVGLRQQGK 
FLYTILKEGIGTKLIQKQWNQAVLVVLVDEMKYWQYEITSKVQRLDGIVNELSISEKDDT 
DPSKIX5DYISRDimrLIJJDKLKEVPVIERQIENIKLQYENMVRKVNKELIDTKLTDVTQK 
FQSKFGIDNIiMETNVAEQFSRELTDLEKDLAEIMNSLTQHFDKTLLLQDKKIDNDEREEL 
FKWQGDDKELYNIFKTLHEVIDDVDKTILNLGQFLQAKIKEKTELHSEVSEIINDFNRN 
LEyLLIFKDISNLIDSFKNSCTQDIQTTKELCEFYDNFEESYGHLVLEAKRRKDVANRtK 
TILKDCEKQLQNTLDAQDQEERQNFIAENGTYLPETIWPGKIDDFSSLYTIiNYNVKNP 

YML026C, 1342 bp, exonl: 501-547, intronl: 548-948, exon2 : 
949-1342 (SEQ ID NO 207) 

ATCTGTAAATAATAAGCCCATGAAATATCAATCTCACAATGAAAGAATTGTATAATTCAG 
AATGATTTGACGTAAAAGCAAGTCTCATTCAAGAAACTGTAAAATCCGTACACACTACTG 
AATTTTACATCCATACATTTTTTTCAAATTTCATGTTTTTTTGAAAAATTGGAAAAGGGC 
TAAATTATCCGTCGGGGTGTCCTCCTAGCTCGGCTCAACCTAGGCAAATGCGTTTACTGG 
GGCCATCCAAGCTCATCCTTCCAGAGATTCGCCTTTCAGAGGCAAAGAACTCGTCTCCGC 
AGGCCTCTTGTTCCGGGAGGAGGAGAATTCTTGCGCGGAAACTGGTTGATGCCTGGGCTA 
TGGTAATTCTGACACCTTTGCTATCCTAACTGGAAAAGGTCCTTAGTAATAACAATATCA 
GGTACTTTAACATTGTTAAAGATATACTATTAGTGAAAAACCGATCTTACGAAAAGCCAA 
TAGAGCAGAAAGTGGTAAAGATGTCTTTAGTTGTACAAGAACAAGGTTCCTTCCAACACA 
TTTTACGGTATGTTTTACGAGTACAGTGCAGATATGTT6AGAGA6TTTCACATTACATGG 
GATAATAGCTTAATATTGCGATTGAAAATATGTGAGTGCACTCCGATGGAATAATAAACG 
TCACGGGTTACCAAATACGAGGCCGAATTAACTCTACGCTACTATAAAAATTATCACTAG 
ATTTTAAAGTAATACACAGTTTATTGGAAAATACAATATATGACTCAATGCGAATTTAAA 
AATTTCAGTCAATACAGCTTGACAAATTCATATTTATCGTCCCTCCATGTTCGTACGCCA 
TTCCAAAATGATGCGCCATGTTGAAAATTTCTCGAAGAACCTAGCAGTGGTGTQAAATAA 
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ATTACTAACAATAAGATGTACAATTTTTTGTGCGCCCATTACAATCAGTTTGTTGAACAC 
CAATGTCGATGGTAACATTAAAATTGTTTACGCTTTGACCACTATTAAGGGTGTTGGTCG 
TCGTTACTCCAACTTGGTCTGTAAGAAGGCTGATGTTGATTTGCACAAGAGAGCTGGTGA 
ATTGACCCAAGAAGAATTGGAAAGAATTGTCCAAATCATGCAAAACCCAACTCy^TTACAA 
GATCCCAGCCTGGTTCTTAAACCGTCAAAACGACATTACTGATGGTAAGGACTACCACAC 
TTTGGCTAACAACGTCGAATCCAAGTTGAGAGATGACriTGGAAAGATTAAAGAAGATCAG 
AGCCCACCGTGGTATTAGACACTTCTGGGGTTTACGTGTTAGAGGTCAACACACCAAGAC 
CACTGGTAGAAGAAGAGCTTAA 

YML026C, 146 aa (SEQ ID NO 208) 

MSLWQEQGSFQHILRLIJNTNVIXSNIKIWALTTIKGVGWIYSNLVCKKADVDLHKRAGE 
LTQEELERIVQIMQNPTHYKIPAWFI^QiroiTOGKDYHTLANNVESKLRDDLERLKKIR 
AHRGIRHFWGLRVRGQHTKTTGRRRA 

YML063W, 1268 bp, CDS: 501-1268 (SEQ ID NO 209) 

TATATTATTTTTTCCCTTCTGGGTTCTTTTCTTCCTTTTCTTGTTTACCTTT^^ 

TTCATAAAATAATTTCTCTAGATTTGAAGACy^GCATTTTTGTACATCCATACACCATACA 

CCATACACCATAGCACCAGTACACTATATTTTTATGAATTTTACTAAGAATTATTCCTGC 

AGGAGCTCCACTGAAAAAAAAAGAGCAGCATGGATGTCCGGTAGAAGTGCTACTGAGTAA 

ATGG6AAGGACGCGGTAGATCCAGTGTGGAATCAAGGTGGTGCCGGTGTGAAGCCGCCTC 

G6CCGGCTGGACTCTCCAGGCCGGAGTGATGATTGCCACGCTGAACGTAACACAGTTTCA 

a^TACCAGTGTCCTCATTAGTGAGTTCCAATGTATAGTTAGTAGTGGTATTTTGATATA 

TGTGAGTGGTAGCAGATTTGAACTTAGTTAGTTGTATTCGCCTTTGAGGAAACCAAGCAA 

AAAACCGATCTAGACTAATCATGGCT^T-TGG-TAAGAATAAGAaaCTATCCAGAGGTAAGA 

AGGGTTTGAAGAAGAAGGTCGTTGACCCATTTACCAGAAAGGAATGGTTCGATATTAAAG 

CCCCATCCACTTTTGAAAACAGAAATGTTGGTAAGACTTTAGTTAACAAGTCCACTGGTT 

TGAAGAATGCTTCCGATGCTTTGAAGGGTAGAGTTGTCGAAGTTTGTTTGGCT^CTTGC 

AAGGTTCTGAAGACCATTCTTTCAGAAAGGTCAAGTTGAGAGTCGAT6AAGTTCAAGGTA 

AGAACTTGTTGACCAACTTCO^CGGTATGGACTTCACTACCGACAAATTGAGATCAATGG 

TCAGAAAATGGCAAACTTTGATCGAAGCTAATGTTACCGTTAAGACTTCCGATGATTACG 

TTTTGAGAATCnyiTCCTATTGCCTTCACCAGAAAGCAAGCTAACCAAGTTAAGAGAa^CT 

CTTACGCTO^TCTTCCCACATCAGAGCTATCAGAAAAGTTATTTCTGAAATCTTGACCA 

GAGAAGTTCAAAACTCTACTTTGGCTCAATTGACCTCCAAATTGATTCCAGAAGTTATCA 

ACAAGGAAATCGAAAATGCTACCAAGGACATCTTCCCACTACAAAACATCCACGTTAGAA 

AGGTTAAGTTATTGAAACAACa^AAGTTCGACGTTGGTGCTTTGATGGCTTTGCAT^ 

AAGGTTCCGGTGAAGAAAAGGGTAAGAAGGTTTCTGGTTTCAAGGATGAAGTCTTGGAAA 

CTGTGTAA 

YML063W, 255 aa (SEQ ID NO 210) 

MAVGKNKRLSRGKKGLKKKVVDPFTRKEWFDIKAPSTFENKimSKTLVNKSTGLKNAS 

LKGRVVEVCLADLQGSEDHSFRKVKLRVDEVQGKNLLTNFHGMDFTTDKLRSMVIUai^ 

lEANVTVKTSDDYVLRIFAIAFTRKQANQVKRHSYAQSSHIRAIRKVISEILTREVQNST 

LAQLTSKLIPEVINKEIENATKDIFPLQNIHVRKVKLLKQPKFDVGALMALHGEGSGEEK 

GKKVSGFKDEVLETV 

YML128C. 2042 bp, CDS: 501-2042 (SEQ ID NO 211) 

TTAATAGGGTTAGCCACCATTGTCTCGAACATGTTCACAGGCTCGGAGCTTGTGGCGGGT 

GCCTCGCTTACTGGAGTACCATTTAGCGGTGTGTTTGAAGCTAAC6AGTTCATCTTCAAT 

CTTTATTTCCACTTCTTTACAAGCTTTCTGCCTTTCTCTATGACGTCTTTC 

TACCTCTTGACACGACTTGTTGTTTTCGTTTTTCTCTAAGAATATCACTATTTT^ 

TTTCACCTTTTCCACCATTACGTCGGTAAGCAACAGCATTACGCCGGCCTCACCTTAGAG 

GGGAAGAATAAGGGATCTTTGGAACTGAAGGAAAATAAGGGAGAGGGAGGAAACAAGGAG 

GCGGTGAAAGGGGATCGACAGGGTATTTAAAGCCACTCATGGAGTCGTATTCCTAGCATG 

ATTAGATTACCGGAGTTTAGAAGAGGATCTGCAATAGAAGAGGAGACAACTACAAAAGAA 

CTGTTAATTAAGAGAAGAAGATGAAGCAATTCAAGTTGGTTAATGCGGTTTCCGCATCAT 

TTGTGCTTATTGGCTTAGTGTTGGCCAATTCAGATTCAGTGTTCGACAAGTGGACGCAGG 

AAGACCTGGCCGATTATTTACGTGATAATAAGAAGAGCTTGGAAAAGTACGCTACAGACT 

CCATTGAGGACTTGAAAACGGAGGCATCGCAGGTATGGGACAAACACGCGCAGCCCAAAC 
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CATGGTGGCAGGTGTGGTCTAGTGACAGCAGTAGCGTGAGCAACAGTAACCCCGGATGGT 
TTGGTTATACTGGTTCTTCGGATCACCCAGTTTCTGACTGGCTCTTTGACACCTGGT^ 
CAGACAGTCTACGTAACTTCTTGAAGAAAAACGGCGTGGATGTTGACGACGCTAAGGCTT 
CCAAGGACTCGCTGGTGAAGACTGCTAAGGAGAACTTCAACAAGATTTCCAAATCTTTGA 
AGTCGTCGGGATACTATCCmCTAGCTCTTACTTTGATAGCTGGTCAACCAAAGATTTGC 
AAAACTGGTTGAATGACAATGGTATCGACTACGACAAGGCAGTTCAAAGCAAGGACGAGC 
TAGTTCAGAAAGTCAAGGAAAACATCTACCGAACTTCAGAAAAGGCAGAACAGCAGCGTC 
TGGGTTTGCTAGAAAGCTTGGATTTGGCTCACCAACAAATATTAGACACATCGGGACAAA 
TAAAAGACACTGTATTTGACAAGTGGTCTAGTGATCAGTTAACCAATTGGTTGGAGAGCC 
ACAAGGTCAATATTGACAAGAACATGGCCAAGAAACACGACTATTTGGTTAGAATGGCCA 
AAGAAAATTCTGCCAATTTGAAAGATGATATCTACTGGTACCTGGACTATATGAAAAGAG 
AGTCTTCTCCATTTTTGACCAAGACCCCAGAATACGTTGGTTCCGTTTGGGACTCTTCTA 
AAAATTTCCTCACAAATTTGTACTCCAAGTTCAGAGGTAAGACTGACAATGTGATCAATG 
ATACTTTTTTGGTTGGCCTAGACTCTTGGCCAAAGGACAAATTGAAAATGTTTTTAGATG 
CTCGTGGTATTAAGTACTCAATGCTGTCTACTGAACATCAATTGAGAGAATTAGTCAAAA 
AATCCAGAAACGAAAAACTCAAGATCCTGCCAAAAGACTACCAAAAATACTTTGACAACA 
GTAACTGGTCTTTGGATGACATAAAGGGTTGGTTTGCTGACAAAAAGGACGACTTCCAAG 
ATTCTCAGACTTACTCCACAATTATGCAGGATTTTGACAAGGTTTCCAAAAACACAAATG 
ATGCTAAGGACCAAATCGCTAAGACCTGGTCAAATACCTTTCAGAGCTGGTCTCAAGAAG 
ACCTATTGCAGTACCTAAAATCATTCGGTGTTCCGGTTAAACAGACTTCTACGAAGGACG 
ACTTAATCAACTTGGCCAAGCAGAATACGCAATGGTTGTTCGGCACTGTTAAGGAGCCTG 
CTTACAAGAGGTACCTACATAACGTTAAAAACTGGTCGAAAAGCATATTAGGGTTCAACT 
AA 

YML128C, 513 aa (SEQ ID NO 212) 

MKQFKLWAVSASFVLIGLVLANSDSVFDKWTQEDLADYLRDNKKSLEKYATDSIEDLKT 
EASQVWTOKHAQPKPWWQVWSSDSSSVSNSNPGWFGYTGSSDHPVSDWLFDTWSTDSLKNF 
LKKNGVDVDDAKASKDSLVKTAKENFNKISKSLKSSGYYPSSSYFDSWSTKDLQNWLNDN 
GIDYDKAVQSKDELVQKVKENIYRTSEKAEQQRLGLLESLDLAHQQILDTSGQIKDTVFD 
KWSSIX2LTNWLESHKVNIDKNMAKKHDYLVRMAKENSANLKDDIYWYIJ3YMia^SSPFLT 
KTPEYVGSVWDSSKNFLTNLYSKFRGKTDNVINDTFLVGLDSWPKDKLKMFLDARGIKYS 
MLSTEHQLRELVKKSRNEKLKILPKDYQKYFDNSNWSLDDIKGWFADKKDDFQDSQTYST 
IMQDFDKVSKNTrTOAKDQIAKTWSNTFQSWSQEDLLQYLKSFGVPVKQTSTKDDLINLAK 
QNTQWLFGTVKEPAYKRYLHNVKNWSKSILGFN 

YML130C, 2192 bp, CDS: 501-2192 (SEQ ID NO 213) 

ACGAGATCATTTTCTTATCTATCTATTGAGTAATGCTTACTTTTCATATTTTCAATGAAC 

AATAGGATATGTAGGAGAATTGATATATTCACTGCGTATCAGAGAAAAGGTCTACTGACA 

TTTTATGGCAAATGTATTCTACACAAATCGAGAATACCACAGACAATGGTACAAGACATA 

CACAAAGAGAAGACTGTTCTAATTAAACAAATAATATTGAGCTACCTGCTAAGTATGTCC 

TTTTCCCTTTGTCCTTTGGTTTCTCTTATAGAAGACCCTCGAAATTTTTC^ 

GGCTTTGGGCGTTAGTAAGAACAAAAAGAAAAGAAGAGAACAAAAT^GAAACGATACGGA 

GTACGTGTCATAAAAACTTGTTCAATCATCCTT6AAGCTAAGTATAAAGAGCTTGAAAAG 

GTTTACCACTTAAACTGGTTATACTATTTCAAGAGTGTAAACATTTTATTGCATATACCA 

CAGTAACGTGCAGGTAAAACATGAGATTAAGAACCGCCATTGCCACACTGTGCCTCACGG 

CTTTTACATCTGCAACTTCAAACAATAGCTACATCGCCACCGACCAAACACAAAATGCCT 

TTAATGACACTCACTTTTGTAAGGTCGACAGGAATGATCACGTTAGTCCCAGTTGTAACG 

TAACATTCAATGAATTAAATGCCATAAATGAAAACATTAGAGATGATCTTTCGGCGTTAT 

TAAAATCTGATTTCTTCAAATACTTTCGGCTGGATTTATACAAGCAATGTTCATTTTGGG 

ACGCCAACGATGGTCTGTGCTTAAACCGCGCTTGCTCTGTTGATGTCGTAGAGGACTGGG 

ATACACTGCCTGAGTACTGGCAGCCTGAGATCTTGGGTAGTTTCAATAATGATACAATGA 

AGGAAGCGGATGATAGCX3ATGACGAATGTAAGTTCTTAGATCAACTATGTCAAACCAGTA 

AAAAACCTGTAGATATCGAAGACACCATCAACTACTGTGATGTAAATGACTTTAACGGTA 

AAAACGCCGTTCTGATTGATTTAACAGCAAATCCGGAACGATTTACAGGTTATGGTGGTA 

AGCAAGCTGGTCAAATTTGGTCTACTATCTACCAAGACAACTGTTTTACAATTGGCGAAA 

CTGGTGAATCATTGGCCAAAGATGCATTTTATAGACTTGTATCCGGTTTCCATGCCTCTA 

TCGGTACTCACTTATCAAAGGAATATTTGAACACGAAAACTGGTAAATGGGAGCCCAATC 

TGGATTTGTTTATGGCAAGAATCGGGAACTTTCCTGATAGAGTGACAAACATGTATTTCA 
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ATTATGCTGTTGTAGCTAAGGCTCTCTGGAAAATTCAACCATATTTACCAGAATTTTCAT 

tctgtgatctagtcaataaagaaatcaaaaacaaaatggataacgttatttcccagctgg 

acacaaaaatttttaacgaagacttagtttttgccaacgacctaagtttgactttgaa 

acgaattcagatctcgcttcaagaatgtcacgaagattatggattgtgtgcaatgtgata 

gatgtagattgtggggcaaaattcaaactaccggttacgcaactgccttgaaaattttgt 

ttgaaatcaacgacgctgatgaattcacc^aaoacatattgttggtaagttaacca;^ 

ATGAGTTGATTGCACTATTACAGACrrTCGGTAGATTATCrcAATCTAl^ 

acatgttcgaaaaaatgtacgggaaaaggttaaacggttctgaaaacaggttaagctcat 

tcnrccaaaataacttcttcaacattttgaaggaggcaggcaaatcgattcgt^^ 

tagagaacatcaattco^ctaaagaaggaaagaaaaagactaao^ttcrcaatcacatg 

tatttgatgatttaaaaatgcccaaagcagaaatagttccaaggccctctaacggtacag 

taaataaatggaagaaagcttggaatactgaagttaacaacgttttagaagcattcagat 

ttatttatagaagctatttggatttacccaggaacatctgggaattatctttgatgaagg 

tatacaaattttggaataaattcatc6gtgttgctgattacgttagtgaggagacacgag 

agcctatttcctataagctagatatacaataa 

YML130C, 563 aa (SEQ ID NO 214) 

MRLRTAIATLCLTAFTSATSI^NSYIATDQTQNAF^^^THFCK\roRNDHVSPSCN\^^ 

AINENIRDDLSALLKSDFFKYFRLDLYKQCSFVTOANDGLCIJTOACSVDVVEDWDT^ 

QPEIlX3SFt3NI)TMKEADDSDDECKFI^LCQTSKKPVDIEDTINYCDVNDFNGKNA\^ 

LTANPERFTGYGGKQAGQIWSTIYQDNCFTIGETGESLAKDAFYRLVSGFHASIGTHLSK 

EYLNTKTGKWEPNLDLFMARIGNFPDRVTNMYFNYAWAKALWKIQPYLPEFSFO^^ 

EIKWKMDJmSQLDTKIFNEDLWANDLSLTLKDEFRSRFroiW 

IQTTGYATALKILFEINDADEFTKQHIVGKLTKYELIALLQTFGRLSESIESVNMFEKMY 
GKRIJMGSENRLSSFFQNWFFNILKEAGKSIRYTIENINSTKEGKKKTNNSQSHVFDDLKM 
PKAEIVPRPSNGTVNKWKKAWNTE\raNVLEAFRFIYRSYrJ)LPRNIWELSLMKVyK^ 
FIGVADYVSEETREPI SYKLDIQ 

YMR022W, 998 bp, CDS: 501-998 (SEQ ID NO 215) 

AACAGTATTGGCTGTTGATTCATTGCGCTGCAGCAGTCACCTTCAATTTC 

TCGTATTCTGTACTTTGCGATGTAGAGTCTACTAAAATAGCGTCTCTGATAGCCATGGGT 

GAAGGTCTTCCTCTAGTTCTCACCTTAATTAGCATTCGGTGAGAATGCCTGCATGTTGAA 

GAGCGATGCCCTCTGATGCACGATGCACACGCATATTTGTTCCCATTAAATATTATCATC 

TCTGATAGAGCTTGAAGAACTTACCAGACTGTTTCAAGTTTAAAACAAGGCGCCTCATCG 

CATCTACCTCACGAAGATGCAGCAGCTTATTGTCTCGAGATCCTTCTTATAACTCCTTTT 

CGCCATTACCCGAAAACGAGATTACAGCCTCTAAACCAAGAGCTCGAAAAGCGCCAAAGT 

AAACTCTGGCGTTTAGCGTACGAAGGAGATTATCCT/^AAAGGAACTTCCCTAGTAATAGT 

GTAATTTGGAAGGGCATAGCATGTCGAAAACCGCTCAGAAACGTCTCCrCAAGGAGCT^ 

AACAGTTAATTAAAGATTCTCCACCTGGTATA6TGGCTGGTCCCAAATCGGAGAATAACA 

TATTCATTTGG6ACTGCCTAATTCAAGGGCCTCCAGATACGCCATACGCTGATGGTGTTT 

TTAATGCTAAGCTAGAGTTTCCTAAAGACTATCCGTTATCTCCACCTAAACTTACTTTCA 

CACCCAGCATACTACATCCAAATATTTATCCAAATGGGGAAGTGTGCATATCCATTCTAC 

ACTCCCCTGGTGATGATCCTAACATGTACGAATTAGCGGAAGAAAGATGGTCGCCAGTGC 

AAAGTGTAGAAAAAATTCTATTAAGTGTTATGAGCATGTTGAGTGAGCCCAATATCGAAA 

GTGGTGCCAACATTGATGCTTGCATCTTGTGGAGAGATAATAGACCTGAATTTGAGAGAC 

AGGTAAAGTTATCCATTTTGAAATCATTAGGATTCTGA 

YMR022W, 165 aa (SEQ ID NO 216) 

MSKTAQKRLLKELQQLIKDSPPGIVAGPKSENNIFIVJDCLIQGPPDTPYADGVFNAKLEF 
PKDYPLSPPKLTFTPSILHPNIYPNGEVCISILHSPGDDPNMYELAEERWSPVQSVEKIL 
LSVMSMLSEPNIESGANIDACILWRDNRPEFERQVKLSILKSLGF 

YMR118C. 1091 bp, CDS: 501-1091 (SEQ ID NO 217) 

GTCCTTCCGCTTTATATGTTTCGTTATCCTATCACATTATCAAATGACTTTGTGCCACTG 

TGTTTTGACAAAATTACTGTAATATAATCAATAGTATTTACATGTTTGTACCAGAAGTAC 

TTGCATCGCATCCAGTTCTCATGCAATATAGTTGTATACCATGTCGTTGAAAGGAACCAG 

AGTAAACACTTCTACCAGTATTTCTTTACGGTTCGGATCAAAACCATCACTCATTCGGTC 

ATTCTTACCGTACGATAAACCAAATTACAAGGAAAAGTATCCCTAATTAGA6ATCACTGC 
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ATCCGTAATAGTTTTTTTTCTATTTTGGACTTTTGTAAAAAAGGGATTAGGGATACX3TTG 
CTCATAAAAAAATTGACGAAGATTTTAGATAATGGCAAATAAAAATGAAATAGTATCAAT 
ATACCGAAAAATTAATCACACTCAATGCGACTGTGATAGCTGATAAGTGGAGCTCAGAAA 
TATTCAGAAGCGTAAGAATAATGAAAGCAACCATTCAAAGAGTAACATCTGTATTTGGA6 
TTCCCCGAGCATCTGTATTCGTGCCAAGAATCAGCACACCATTTATTTTGCATAATTATA 
TCTCTAATGGCAGAATGGACCTTTTTTCCAAAGAATTCCACAATGGCCGCGTATCCAAAT 
CTGATCTTTGGTCAAGCAACAAGGAAGAGGAGCTCTTAGTATCTCAAAGGAAAAAAAGAC 



ATCGTATATCTGGCGTTTTACTGGCTCTTGGATTCTATGCTTTCACAATTACTTTGGGTG 
TGACGACAATAATGGGAATGGATACGACTTTTCAGGATCTAAACAAGTGGTATCACGAAA 
AGATGCCTAAGTGGTCCCAATGGGTGGCCAAAGGCTCTGCAGCATATCTGTTTGCATTCC 
ATTTTGGTAACGGTATAAGGCATCTCATCTGGGATATGGGCTACGAATTGACCAACCGTG 
GGGTTATAAAAACCGGATCAATCGTTTTAGCCGGCACACTCGTCTTAGGAACGTATTTAC 
TGGCTCAGTAA 

YMR118C, 196 aa (SEQ ID NO 218) 

MKATIQRVTSVFGVPRASVFVPRISTPFILHNYISNGRMDLFSKEFHNGRVSKSDLWSSN 
KEEELLVSQRKKRPISPHLTVYEPEMSWYLSSLHRISGVLLALGFYAFTITLGVTTIMGM 
DTTFQDLNKWYHEKMPKWSQWVAKGSAAYLFAFHFGNGIRHLIWDMGYELTNRGVIKTCS 
IVLAGTLVLGTYLLAQ 

YMR143W, 1121 bp, exonl: 501-524, intronl : 525-713, exon2 : 
714-1121 (SEQ ID NO 219) 

CCGCTTAGCGCAAACTATCGTGAACTCGCTGCAACAACTGAGAGGGCAAGGATATACATA 
AAAATAGCCTACAAATTCTGAACTCTGTAAAGGAAGCCTCATAAATAAAGGTAGATAGTA 
AAGTATACAAGAGAAGAATCCCAAGATGTCAGCTGTCCCAAGTGTTCAAGTATGTTTTCA 
• GTTCTGCAGAATGATGTTTGATAGTATCGATAATGGAGTGAGATCAAGAGAAAAAAAATG 
AATATGTCAGCCAACCAAGTTCTGAGTAGGCAGTAAATGAGTACGCATAGTGTATTTATC 
CAAAGGAAAGAATTGTTATTTTTACAAGCCGAATTGAGATCCAATTAGGC^ 
GGAGAGTATTTTGACAAGATTGGTTAAACTACTACGGTCAGTTCCGTAACCAGTACGATT 
GTACACATAAGGAAACAACTGTAAAGATAAACAATAAGGGCTTCCAATGCCATTGTAAGA 
TATCATATTCCTAAACAAAAATGTACAGCGAATATAAAGCCAGCGTCAGTGTCTTCCTGG 
AAGGTTGCGCAACTAAAGAAGTTGAAATTAT^TGGCAAGCGCTACATTTTCATCCATTT 
TCACTCATCAGATGTCCAAGATTTTCGAAAAATAAATATTCTCATTTTTCTCTCAATGAA 
ATAATTGTTACTAACATTGAATTTCCTCGTAACTAATTGCATTACTTCTTTAGACTTTTG 
GTAAGAAGAAATCAGCTACTGCTGTTGCCCATGTCAAGGCCGGTAAGGGTTTGATCAAGG 
TTAATGGTTCTCCAATCACTTTGGTTGAACCAGAAATCTTAAGATTCAAGGTTTACGAAC 
CATTATTGTTAGTTGGTTTGGACAAATTCTCCAACATCGATATTAGAGTTAGAGTTACTG 
GTGGTGGTCATGTTTCCCAAGTTTACGCCATCAGACAAGCTATTGCTAAAGGTTTAGTTG 
CTTACCATCAAAAATATGTCGATGAACAATCCAAGAACGAATTGAAGAAGGCTTTCACTT 
CTTACGACAGAACCTTGTTGATTGCTGATTCTAGAAGACCAGAACCAAAGAAATTCGGTG 
GTAAGGGTGCTCGTTCCAGATTCCAAAAATCTTACCGTTAA 

YMR143W, 143 aa (SEQ ID NO 220) 

MYSEYKASTFGKKKSATAVAHVKAGKGLIKVNGSPITLVEPEILRFKVYEPLLLVGLDKF 
SNIDIRVRVTGGGHVSQVYAIRQAIAKGLVAYHQKYVDEQSKNELKKAFTSYDRTLLITyO 
SRRPEPKKFGGKGARSRFQKSYR 

YMR174C, 707 bp, CDS: 501-707 (SEQ ID NO 221) 

GTCCCATCATTCTTTACACCTCGTACTGTATTCATGATCATCTATCCATTTTACATACCG 
CTCCCTTTAAGATACGTTTATTCGTAACTCCCATTTACCAATCACTATGAGCCGTCCACG 
TTTCCAAAAAAACCTAAACATATGATGCAAACCTCCAATGAGACTCAACGTAACATGCAA 
GTAAATACAGAAGGTTAAGAGATAGTTGTCTTAAAGGGGTACCGAAAGCATTTAGGGGAG 
GCTTAAGGGAGGGTGCCGATCCTATGAAGTATTAATACGTAATGCCAAAAGGAATTGTTG 
AACATCTGAAGTGGATAGATTAATCGTACAGTAATCGTACAGTACTATGTCTTACTGATG 
TCGGGAATCTCAGGGGCGACCGCCCCCGGCTAGAATTATCTATATAACGGTAAAAAGAAT 
AAAACTCTATTCTAGTTCTCGCCATTTACCTTGACTTTAATGAACCAATAAAAGAAATTT 
CTACAACCAAGACATCCAGAATGAATACAGACCAACAAAAAGTGAGCGAAATATTTCAGA 
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GCTCAAAGGAAAAATTGCAGGGCGATGCAAAGGTAGTGAGTGACGCTTTTAAGAAAATGG 
CTAGTCAAGACAAGGACGGCAAGACTACCGATGCTGATGAAAGTGAAAAACACAACTATC 
AAGAGCAATACAACAAGCTCAAAGGGGCGGGGCATAAGAAGGAGTAG 

YMR174C, 68 aa (SEQ ID NO 222) 

MOTDQQKVSEIFQSSKEKLQGDAK\7VSDAFKKMASQDKDGKTTDADESEKHIWQEQY1^ 
KGAGHKKE 

YMR191W, 1877 bp, CDS: 501-1877 (SEQ ID NO 223) 

ggttcgatacaacacttgtgctggctggtatatcaaccatgggtacgtcy^gcatattgat 

tcgatgtggcagtgtacgagagccattctgtatcgttcgacaaagtttgcatgact^ 

gttgtttcgtagcagtattcgttggtccagatgcaggaatgctggttataaagtttgttg 

ttcctggtccacattcatctttggatggcgttgttggtggcgaatttc 

tgttcgcgatgtgcttttggatagcctggaatacgaaatctttgtcttcctgtaaagtcx3 

ccgtttcctttaaccatttgtgctcccttcttaagttatgtgacggcttcgtcaccatta 

ccgccttgtgtgtacgtgtatgattttttaaatatatacaacaataatctgtattttttc 

ctttcctctagccaatgactccaagctggctgataaaaacaaactaaacggtaaagccac 

aaatccgaaatgtatcacca^tgatcacccagcctgctaagtgccctctattgatc 

tatcagcttttagatcaggcth:gagtttcttgttatatgtgcattgcaaaag^ 

aatcctggcagccgaagccgggcaatccacttcgaaacgcacggctgaactatataaata 

tatuvggacatgtggagagaagcttctcttccttcacatrtcgcatttcatgatctaa^ 

ggttctttcacaatagaagagcaccaacacgaaatatggctgtcggtggtaataactgga 

gcatgtggctgcgaatgtcacgggtccacctcaggcagatcacgaagtctctggaccgaa 

CGCTGATCAGTTTGAGCCATKSGGAATTTTTCCCACC'LaTATl^ 

CTTGGTGGAAGAGCCTATrrGAGGCTTCTACAGCTTTTAGGAGGGCAAGTGGTTTAACGG 
TATCTCCTCTCACGAGGAGAGGAATCGOyVGGTTTGACCATTTCAGACCTGTTCCCAATG 
TCAGTAAATTTGCTTCTTTTCCCAGAGTGCCCAAAGGAGCCCCy^GGGGCCTTTTTACCA 
ACTGGAATATGACTACATCAAAGAGATTATTAGGGCAGAGAGCTTATTCGACTTCCAGTA 
TCAAATTTACCCAAGAAGCCGTGAATAACATGACTATATCTTTGAGGTGTTTTTTO^ 
, CACTAGGCGGATTAAATCAGTGCTCCCACTCTAATTCCTGCAAAGCOTATCAGAATGCGT 
CTAATGTTACCTCTAAACAGGATCACGTCCAACCAGTTGCCCTTAAGAAGTTATCTCAAA 
AGGATATCAATTTCATTCGTAATTTAGAACTATTTAAGATAATGAAGACCCAGAATGAA6 
TCGTTGATGAAACAAGCGCATATTACATGGAAAAACCAGGTTCCTATATTGAATTTACCA 
TTTCAGAATTTAACGTTAATGGGACATTCTCCGCACCTrrcTCATTTTTAGATCCTTCTT 
TGTTAGCGGATTTGGATGAAATGATTAGAAATTACAAATACGAATTAAAATCAATATACA 
GTAGTGTTGACATGATCTTGCAGAATTATGGATCATTGCCGATAACTTTTCATCGAAATA 
AGATTCGAATACATTTTCCAAACTCAACTGTGGTGGAAAO^GAAAAACTAATTGCAG^ 
TCAATATTGCTACGGGTGTTATTTACGCAGATACGTCTCCCGATATCAGTCTAGAAGGTA 
CAAATTTGAATGCTCTGGTTAATGTTGACAATTCAGGAAGCGTATGGTCTTT^ 
AGCCCTCGTTTCCCTCTAGGAGCGCTTTTTCACCTATTTTATCAGATGCATCCTATGATA 
CTTATGAATTGGTCTAG 

YMR191W, 458 aa (SEQ ID NO 224) 

MITQPAKCPLLIRISAFRSGSSFLLYVHCKSINKSWQPKPGNPLFNARLNYINIKDMWRE 

ASLPSHFAFHDLKWFFHNRRAPTRNMAVGGNNWSMWLRMSRVHLRQITKSLDRTLISLSH 

GNFSHQYNBNIFVTWWKSLFEASTAFRRASGLTVSPLTRRGIARFDHFRPVPNVSKFASF 

PRVPKGAPRGLFTNWNMTTSKRLIX3QRAYSTSSIKFTQEAVNNMTISLRC^ 

CSHSNSCKAYQNASNVTSKQDHVQPVALKKLSQKDINFIFNLELFKIMKTQNEWDETSA 

YYMEKPGSYIEFTISEFNVNGTFSAPLSFLDPSLLADLDEMIRNYKYELKSIYSSVDMIL 

QNYGSLPITFHRNKIRIHFPNSTWETEKLIAGLNIATGVIYADTSPDISLEGTNLNALV 

NVDNSGSVWSFVKEPSFPSRSAFSPILSDASYDTYELV 

YMR230W. 1228 bp, exonl : 501-552, intronl: 553-962, exon2; 
963-1228 (SEQ ID NO 225) 

ATCAAATATTGATCGAGTTCATATAAAGCTAAAGAGTAGGAAATATACCATCAATGGTGA 

TATAATTTGGCTACGTTGTCOTCCGGTGTTTTTCAATTGATTTAAGTTAO^ 
TCrcXSSTAATTTGATCTTTTm'AATAATTATTTTAGTC 
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AGATTTATTTTGTCATTTTTTGGATCGGCGTCTTATAAAATCAAGACATAATACATCCGC 
ACATCGCGCATGTGTGGGTGTATATGCCCTTTTCACGATTTTTAAGTTGCGTCTCAAAAT 
AGTTTCCGAGTTGGAAGCCTGAGTTTTTCAAAACAATATAGGAATTAAAGGTATACGTCT 
TTGGATACATGTTATTTGAAATGGGGTAGAACTAGCACAACTGAAACCAAGAAAACACAG 
ATCATAACTAACCGTTCAAGATGTTGATGCCAAAGCAAGAAAGAAACAAAATTCACCAAT 
ACTTGTTTCAAGGTATGTTTGCATTTTTTAGGTGAAATATGCAGTGATATGCTCCGAAAT 
GGATAGCAAAGATGATAAATGAAAATACAATTAAATTGAACTTGAATATCATTAAAAGTG 
GTAGAAAACCGATTGTTTCAAAAAGATCTTTGTGGACAAGTACGGCAGTGCATGAATCCG 
AAAGAAAAGTGCAACCTAAGCAGAATTCCATTATTTCACGCGTCCATTTTTATAATGTTT 
GAACTTTTGAGTCCTTATAGAAATGCTAATATTATGATCAAAGCGATTATATCATTTACT 
TTACAGTTTCCGGAGTTTCCGTATTATTGCAAAAGGACCACAAACAATTGAAATCATGAT 
ATCGTAAGAAATATTATTACTAACAAGGAAGATCATTGAATTACGATCGCATATCGAAAT 
AGAAGGTGTTGTCGTCGCTAAGAAGGATTTCAACCAAGCTAAGCACGAAGAAATTGATAC 
CAAGAACTTGTATGTTATCAAGGCTTTGCAATCCTTGACnTCTAAGGGTTACGTTAAGAC 
TCAATTCTO^TGGCAATACTACTATTACACTTTGACTGAAGAAGGTGTTGAATACTTGAG 
AGAATACTTGAACTTGCCTGAACACy^TTGTCCCAGGTACCTACATTCAAGAAAGAAACCC 
ATCCCAAAGACCTCAAAGAAGATACTAA 

YMR230W, 105 aa (SEQ ID NO 226) 

MLMPKQERNKIHQYLFQEGVWAKiaDPNQAKHEEIDTKNLYVIKALQSLTSKGY\7K^ 
WQYYYYTLTEE6VEYLREYLNLPEHIVPGTYIQEENPSQRPQRRY 

yNL054W, 3998 bp, CDS: 501-3998 (SEQ ID NO 227) 

CCCTTCGCTAAATCATTAAGAGGTCATTCATGAAGTTAATTCAGCACCAAAGTTGGACTG 

TTAGACACGAGATACACATTGCAGTCCAAATGTGCAGATTTTTCAGATAATTGTCGTCGC 

ACy^GACTGCCCCTCCCGTCCTCAGACAGACACAAAATTAGATTTTACGTTTACATAAAG 

ATGTACATAACTTGAAAAAACGTTAATCCCTCTTAAATTTAGACCTTGTAAGTCTTCCTG 

GCCACTCTTTGTGATATATTGTAGTGCAATATATTGATTCGTTCTTCTTATTTCTT^ 

CTTAGGCATTTCCGCTTTAGAAAATTCGTTGGGTGGTTTCTGCGACGGGTATCCCCTTCG 

ATTTTGCATAATGATCTTCAATTCTACAACTAAAATCAAGTAGATACAGGAAAATATTCC 

ATAAATTATAGTGTAAATCGCCCTGTATACACCTTATCGTTTCATCTCAGGCAAGTTAAA 

GCATTTGGGAAACGTGCTAGATGACAGAAGAAGATAGAAAGCTCACTGTAGAGACAGAAA 

CAGTTGAGGCACCCGTGGCAAATAATCTTTTATTGTCGAATAACAGTAATGTAGTAGCAC 

CTAATCCTTCTATTCCCTCTGCCTCCACATCTACCTCTCCGCTACACAGGGAAATAGTTG 

ATGATTCTGTCGCTACTGCTAACACCACCAGCAACGTTGTACAGCATAATTTGCCCACCA 

TAGATAACAATTTAATGGATTCCGATGCCACGTCACATAATCAAGATCATTGGCATTCAG 

ACATAAACAGGGCAGGAACATCAATGTCAACGAGTGATATCCCAACAGATTTACATTTAG 

AACATATCGGCTCTGTTTCATCAACTAATAATAATAGTAACAATGCCCTAATCAACCACA 

ACCCTCTGTCATCTCATCTTTCCAATCCGTCATCTTCATTACGAAACAAGAAGAGCTCTT 

TGTTGGTAGCTTCTAACCCTGCGTTTGCTTCAGAT6TT6AACTCTCGAAGAAGAAACGTG 

CCGTCATCTCCAATAATATGCCTACAAGTAACATTGCCCTTTATCAAACAGCGAGATCGG 

CGAATATTCATGGTCCATCATCAACTTCCGCATCTAAAGCGTTCAGAAAGGCTTCGGCCT 

TCTCCAATAACACGGCACCCAGCACTAGTAATAACATCGGCTCGAATACACCTCCAGCTC 

CTCTTTTACCTCTACCTTCACTATCACAACAAAATAAGCCAAAAATAATAGAGAGGCCCA 

CAATGCACGTCACTAATTCAAGAGAAATACTTTTAGGTGAAAACCTGTTAGATGATACAA 

AGGCGAAGAATGCTCCCGCGAATTCAACCACACACGATAATGGTCCAGTAGCAAATGATG 

GGCTGCGTATACCGAATCACTCGAACGCAGATGATAATGAAAATAACAACAAAATGAAGA 

AGAATAAAAACATTAATAGTGGGAAAAATGAACGTAATGATGACACCAGCAAAATATGCA 

CTACATCTACTAAAACAGCGCCTTCAACCGCACCTTTGGGCAGTACAGACAATACTCAGG 

CTCTCACTGCTAGTGTCTCCAGCAGTAATGCTGACAATCACAATAATAACAAGAAGAAAA 

CCAGCAGCAACAACAACGGCAATAACAGTAATAGTGCATCCAATAAAACCAATGCCGATA 

TCAAGAATTCTAACGCCGACTTGAGCGCTTCTACCTCTAACAATAATGCAATAAATGACG 

ACTCACATGAGAGTAATTCAGAAAAACCAACAAAGGCGGATTTTTTCGCTGCAAGGCTGG 

CTACAGCTGTAGGTGAAAATGAAATTAGTGATTCTGAGGAAACATTTGTTTATGAA'TCGG 

CAGCTAATTCGACTAAAAACCTAATATTTCCTGACTCCTCCAGCCAGCAGCAGCAGCAGC 

AACAGCAACCTCCAAAACAACAGCAACAGCAACAAAATCATGGAATAACCTCAAAGATAA 

GCGCCCCATTGCTAAACAATAACAAAAAATTATTAAGCCGACTGAAAAATTCAAGACATA 

TTAGCACTGGTGCCATATTGAATAACACAATCGCGACTATAAGCACAAATCCGAACTTGA 
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ATTCTAATGTGATGCAGAACAATAACAATCTGATGTCGGGACACAATCACCTGGACGAGT 

TGAGCAGTATAAAACAGGAGCCACCGCATCAATTGCAGCAGCAGCAACCACCAATGGATG 

TACAATCGGTAGATTCGTATACCTCTGACAACCCAGACAGCAATGTTATTGCCAAGTCGC 

CTGATAAGAGGTCAAGCTTAGTATCCCTATCTAAAGTTTCTCCACATTTACTTTCA^ 

CATCAAGCAACGGTAACACAATATCGTGTCCO^TGTTGCCACAAATTCGCAGGAAT^ 

AACCAAACAATGATATTTCAACGAAGAAATCTCTTTCaU^TTCTACTTTGAGACAT^ 

CTGCTAATAGAAATTCTAATTATGGTGACAACAAAAGGCCTCTTAGAACAACAGTGTCAA 

AGATATTTGATTCAAACCCTAATGGAGCTCCTTTACGGAGATACTCTGGGGTACCGGATC 

ACGTTAATCTAGAAGATTACATCGAACAGCCGCATAATTATCCAACAATGCAAAATAGTG 

TGAAAAAGGATGAATTTTATAACAGCAGGAACAATAAGTTTCCCCATGGTTTAAACTTTT 

ATGGTGATAACAATGTTATTGAAGAGGAAAATAATGGTGACTCGTCTAATGTAAATCGAC 

CGCAACACACTAACCTTCAGCATGAGTTTATTCCAGAAGATAACGAAAGTGATGAAAACG 

ATATTCACTCCATGTTTTATTATAATCATAAGAACGATTTAGAAACAAAACCGCTAATAT 

CCGATTATGGTGAAGATGAAGACGTAGATGATTATGATCGCCCAAATGCTACTTTCAACA 

GTTACTATGGCTCAGCATCCAACACGCACGAACTTCCATTACATGGAAGGATGCCTTCAA 

GATCAAATAATGATTACTACGATTTTATGGTTGGCAACAATACTGGCAATAACAACCAAT 

TGAATGAATATACCCCCTTAAGAATGAAACGTGGTCAAAGACACCTATCAAGAACAAACA 

ATAGCATAATGAATGGTAGCATCCATATGAATGGTAACGATGACGTTACCCATTCCAATA 

TCAATAATAACGATATTGTTGGTTACT^CCGCACAACTTTTACTCAAGGAAGTCrc 

TTGTGAAAGTAAAGAATTTTCTTTATCTTGCATTTGTTATATCATC 

GATTCATTCTGGGATTTTTATTGGCCACTAATAAAGAACTACAAGATGTAGACGTGGTAG 

TGATGGATAATGTGATTTCAAGTTCGGACGAGTTGATCTTCGACATCACAGTAAGTGCTT 

TTAATCCAGGATTCTTCAGTATAAGCGTrrCCCAAGTCGATTTGGACATTTTTGCAAAAA 

GTTCTTACCTGAAGTGCGATTCTAATGGTGACTGTACAGTAATGGAACAGGAACGGAAAA 

TTTTACAAATAACGACAAATCTTTCGTTAGTTGAAGAGAGTGCTAATAATGATATTAGTG 

GTGGGAACATAGAGACGGTATTACTAGGAACCGCTAAAAAACTAGAGACACCATTAAAGT 

TCCAGGGCGGCGCATTTAATAGGAACTACGATGTGTCAGTCTCGAGTGTa^GCTTTTAA 

GTCCTGGGTCTCGTGAAGCCAAGCACGAAAACGACGATGATGACGATGATGATGGCGACG 

ATGGTGACGATGAAAACAATACTAATGAAAGACAATACAAAAGCAAACCAAATGCTAGAG 

ATGACAAAGAAGATGATACTAAAAAATGGAAGCTACTAATCAAGCATGATTACGAATTGA 

TAGTCCGTGGAAGCATGAAGTATGAGGTGCCCTTTTTCAATACGCAAAAATCTACGGCTA 

TTCAAAAGGATTCCATGGTCCATCCTGGTAAGAAGTGA 

YNL054W, 1165 aa (SEQ ID NO 228) 

MTEEDRKLTVETETVEAPVANNLLLSNNSNWAPNPSIPSASTSTSPLHREIVDDSVATA 
im-SNWQHNLPTIDNNLMDSDATSHNQDHWHSDINRAGTSMSTSDIPTDLHLEHIGSVS 
STNNNSIWALINHNPLSSHLSNPSSSLimKKSSLLVASNPAFASDVELSKKKPAVISNNM 
PTSNIALYQTARSANIHGPSSTSASKAFRKASAFSNNTAPSTSNNIGSNTPPAPLLPLPS 
LSQQNKPKIIERPTMHVTNSREILLGEinjLDDTKAKNAPANSTTHDNGPVANDGLRIPNH 
SNADDNENOTJKMKKNKNINSGKNERNDDTSKICTTSTKTAPSTAPLGSTDNTQALTASVS 

ssnadlrannnkkktssn^^^g^insnsasnktnadiknsnadlsastsnnnainddshesns 

ekptkadffaarlatavgeneisdseetfvyesaanstknlifpdsssqqqqqqqqppkq 

qqqqqnhgitski sapllnnnkkllsrlknsrhi stgailnnti ati stnpniinsnvmqn 

nnnlmsghnhldelssikqepphqlqqqqppmdvqsvdsytsdnpdsnviakspdkrssl 

vslskvsphllsstssngntiscpnvatnsqelepnndistkkslsnstlrhssanrnsn 

ygdnkrplrttvskifdsnpngaplrrysgvpdhvnledyieqphnyptmqnsvkkdefy 

nsrnnkfphglnfygdnnvieeenngdssnvnrpqhtnlqhefipednesdendihsmfy 

ynhkndletkplisdygededvddydrpnatfnsyygsasnthelplhgrmpsrsnndyy 

dfmvgnntgnnnqlneytplbmkrgqrhlsrtnnsimngsihmngnddvthsni^^ 

gysphnfysrkspfvkvknflylafvissllimsfilgfllatnkelqdvdvv^ 

ssdelifditvsafnpgffsisvsqvdldifakssylkcdsngdctvmeqerkilqittn 

lslveesanndisggnietvllgtakkletplkfqggafnkmydvsvssvkllspgsrea 

khenddddddix;dix3ddenntnerqykskpnarddkeddtkkwkllikhdyelivrgsmk 

yevpffntqkstaiqkdsmvhpgkk 

YNL067W, 1076 bp, CDS: 501-1076 {SEQ ID NO 229) 

GACGACTATTGATGCCAGGCAAATTTTGGATTTACTGCTCCTCTTTTAAGAAGACAAGTG 

TGTGATATCGTAGCGGTAGGAACCyy^TTTTGCAATCGATTTACTTACAGCCy^GAAAATC 
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tattttcatgtttagcattgccatttcttctgtgtcacacgttgtgk:ttgccaggaacta 

TAGGAGAGACGTATACAAGCATCAATGTTACGAATGTACGATCCCGTTTGCATCTGATGT 
GTAAACTCATGTGGTGCACTGGTGTTGTTTCCAAGACTGCACTATTAACTGGGAATTTTT 
TTTTTTCTTCTAGTGAATTTTTTTTTAAAGCGACGCACAGGAAAAGTGAAAATTATTTAA 
ACGGACGGCAAACATGAAAAAAAAAATTACCAACCATATTTCTATTTCCTTTCCCTTTAC 
CTATTCTCTTTTTGAAATAGTTCATTTTCTCTCTCTGAAACGACAATAAACCAAACTCTA 
GCCTCCAATAGTCACTAAAGATGAAGTACATTCAAACCGAACAACAAATTGAAATCCCAG 
AAGGTGTTACTGTCAGCATTAAGTCCAGAATCGTCAAGGTTGTCGGTCCAAGAGGTACTT 
TGACCAAGAACTTGAAGCATATTGATGTTACCTTCACCAAGGTCAACAACCAATTGATCA 
AGGTTGCTGTTCACAACGGTGACAGAAAGCACGTTGCCGCTTTGAGAACCGTTAAATCTT 
TGGTTGACAACATGATCACTGGTGTCACCAAGGGTTACAAGTACAAGATGAGATACGTCT 
ACGCGCATTTCCCAATCAACGTCAACATTGTTGAAAAGGATGGTGCTAAATTCATTGAAG 
TCAGAAACTTTTTGGGTGACAAGAAGATCAGAAACGTCCCAGTTAGAGATGGTGTTACTA 
TCGAATTCTCTACTAACGTAAAGGACGAAATCGTCTTATCTGGTAACTCTGTTGAAGACG 
TTTCCCAAAATGCCGCTGACTTGCAACAAATCTGTCGTGTTAGAAACAAGGATATCCGTA 
AGTTTTTGGATGGTATCTACGTTTCCCACAAGGGTTTCATTGTCGAAGACATGTi^ 

YNL067W, 191 aa (SEQ ID NO 230) 

MKYIQTEQQIEIPEGVWSIKSMVKWGPRGTLTKNLKHIDVTFTKVNNQLIKVAVHNG 
DRKHVAALRTVKSLVDNMITGVTKGYKYKMRYVYAHFPINVNIVEKDGAKFIEVFNFIXS^ 
KKIRNVPVRIX3VTIEFSTNVKDEIVLSGNSVEDVSQNAADLQQICRVRinaDI 

VSHKGFIVEDM ^ 

YNL075W, 1373 bp, CDS: 501-1373 (SEQ ID NO 231) 

TCGATGGATATCCCATCCAAGAACAGGAATACTGGGTTTTTGAAGACCAGAATGGAGATC 

TCTGAGGAAGAAAAGATGGTACGTACAATATCACGGCTTGACAATACGAGTATTGCAAAC 

AGTAATGGAAATGGTAATGATGACACCTCTAATCAGAGAACGGAAGCACTGGGGCGTAAG 

ACGAGTAATGGAGGGCGAATATGATTACTAAGTTAAATAAATCAGATACAGTATTTAAAG 

TTCTTTCAAAAAAAGATAATGTCATATATTTTACTATCTACGCAGTGAAAGAGTTCCTTC 

TAATGACACACTATTCACTTCGGGTAACGGATATTGTGTACTGAAAAATATAAAAAATTT 

TATCCCGGAAATGCGATGAGATGAAAATGCATGAAGTAGCGTATATATTGATTGCATGAG 

GTTGGACTTGAAAGGGCATATATACTCGGTTTTATCATTGATTCAAGTGTTCCCATAAAT 

AATAAAACAGTTAAATCGAAATGCTAAGAAGACAAGCCCGTGAAAGGAGAGAATATCTAT 

ACAGAAAAGCGCAAGAATTACAAGATTCTCAACTGCAACAAAAACGTCAAATAATTAAAC 

AAGCGCTAGCTCAGGGGAAGCCATTGCCAAAGGAACTAGCAGAAGATGAGAGTTTACAAA 

AGGATTTCAGATATGACCAAAGTTTAAAGGAGAGCGAAGAAGCAGATGATCTACAGGTTG 

ATGATGAATATGCTGCCACAAGTGGTATAATGGATCCAAGAATCATCGTCACAACATCTC 

GTGACCCAAGCACTCGTCTCTCGCAATTTGCCAAAGAAATTAAACTGCTATTTCCAAATG 

CTGTCAGGCTGAACAGAGGTAATTATGTGATGCCAAATCTAGTGGATGCTTGTAAAAAAT 

CCGGTACTACAGATTTGGTGGTATTACATGAACATAGAGGTGTTCCAACTTCTTTGACCA 

TATCACATTTTCCACATGGACCCACTGCACAGTTTAGTTTACACAATGTTGTTATGAGAC 

ATGATATTATAAATGCTGGTAACCAAAGCGAAGTGAATCCACATCTAATATTTGATAACT ^ 

TTACTACCGCTTTAGGGAAAAGAGTAGTCTGTATTTTAAAGCACTTGTTCAATGCGGGGC 

CCAAAAAAGATTCC6AAAGAGTAATCACTTTTGCGAATA6GGGTGATTTCATTAGCGTTA 



TTGAGATGAGGTTGTTTGAACTGAGGTTGGGAACTTTAGA7AATAAGGACGCT6ATGTTG 
AGTGGCAGTTGAGAAGATTCATAAGGACTGCCAATAAAAAAGACTATTTGTGA 

YNL075W, 290 aa (SEQ ID NO 232) 

MLRRQARERREYLYRKAQELQDSQLQQKRQIIKQALAQGKPLPKELAEDESLQKDFRYDQ 
SLKESEEADDLQVDDEYAATSGIMDPRIIVTTSRDPSTRLSQFAKEIKLLFPNAVRLNRG 
NYVMPNLVDACKKSGTTDLVVLHEHRGVPTSLTISHFPHGPTAQFSLHlSrVVMRHDIINAG 
NQSEVNPHLIFDNFTTALGKRWCILKHLFNAGPKKDSERVITFANRGDFISVRQHVYVR 
TREGVEIAEVGPRFEMRLFELRLGTLENKDADVEWQLRRFIRTANKKDYL 

YNL096C, 1418 bp, exonl: 501-644, intronl: 645-989, exon2 : 
990-1418 (SEQ ID NO 233) 

AAACACCTACTTATAGACACGACCAAACTTTCCACAACCTTTCATCAGAGAGAAATGTTG 
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ATCAAGTTGAATGCGTGAAAGTAGCAATTCGAAACAACAACTACCTGTCATTCTGCATAG 

TAGTAGTTACGAAAGGCACAGAAAATAACAAAAAAAAAAAAAAAGTCAATTTTCTACGGT 

CTCCATCCGTACCTCTTTAAATCCGTACATTATTGTTTTGCTTAATTTCAATATT^ 

AAAAGCGAGCGCCCIWTAAAATGTGGTTCAAGCCTGCGAGCCTTTCCTT^ 

CAAATGCAATTCAGTCACGTTCCACACAGTTTGGGTTTCCAGCCTGGCTTTAGGG^^ 

TGGGCTCACTAGGCGTTCATAATACGCGGAGGGGGAAATACCAAATGCTATTGATTATGG 

TTAAAATATGTGTTATTTGACTTTGTATATACAAACAGAAGAGAAACCAACACACTAAAG 

ACTAGACACATAACTGACCAATGTCCTCTGTCO^TCCAAGATCTTATCCCAAGCTCCAA 

GTGAGTTGGAATTACAAGTCGCCJ^GACCTTCATCGATCTAGAAAGCTCCTCTCCAGAAC 

TAAAGGCTGACTTGAGACCATTGCAAATCAAATCTATCAGAGAAGTATGTTAAAAGTTAT 

ATAATTTGGAAGCAGCAACATTGTGATTTCTTCTAAAGGGGTTCTTTGCAGTAAT^^ 

CAAAAAAGAGTGATTTTGAGCAGTATCTGTATGAAATTTTCATGTGTTCGAGAAAAATAG 

TAATTCCGAGAGCTGTCAATACCATGAACGTTGCGATGAGCCTTTGAACTATAAAGGCCT 

CCTTGGTCAGTACCAATATCGATGAATAAAATAGAAGCACGCGAAAAAGACCTTACCCCA 



TTCAACGCTGCTTGATTCTTATTGTTTAGATTGATGTCACCGGTGGTAAGAAAGCACTAG 
TCCTTTTTGTCCCAGTTCCAGCTTTGTCTGCATACa^TAAGGTCCAAACCAAATTGACCC 
GTGAATTGGAAAAGAAATTCCCTGACCGTCATGTTATTTTCTTGGCTGAAAGAAGAATCT 
TGCCAAAACCATCTAGAACATCTAGACAAGTCCAAAAGAGACa^GATCXy^GAACn^ 



GAGTTAGATATTTGGTTGGTGGTAAO^GATCCAAAAGGTTTTGTTAGACTCCAAGGATG 
TTCAACAAATCGACTACAAGTTGGAATCTTTCCAAGCTGTCTACAACAAGTTGACTGGCA 
AACAAATTGTTTTTGAAATTCCAAGCCAGACCAACTAA 

YNL096C, 190 aa (SEQ ID NO 234) 

MSSVQSKILSQAPSELELQVAKTFIDLESSSPELKADLRPLQIKSIREIDVTGGKKALVL 
FVPVPALSAYHKVQTKLTRELEKKFPDRHVIFLAERRILPKPSRTSRQVQKRPRSRTLTA 
VHDKVLEDMVFPTEIVGKRVRYLVGGNKIQKVLLDSKDVQQIDYKLESFQAVYNKLTGKQ 
IVFEIPSQTN 

YNL162W, 1333 bp, exonl: 501-504, intronl: 505-986, exon2 : 
987-1333 (SEQ ID NO 235) 

TTCATCACCAATATAGACTAATGCGTTTTGGAACGCCAAACCGCAGTGACAAATAGCAAA 

TATGTAGCTGTCATATCGGCATATAATAACAGTTTTCTACCAAATGCTGTCCTACATTCA 

GAGATC^rTACATCCTTACATCTAAAGTAAAACCTAGACATTTACTTCGAGTTATACTTTT 

TTTTTATTTATCTATTTTTTCTCTTGCGGACATTTAACACCTGi\ATTCCGCCTAACGCC^ 

GGACTGATCCTGCCAGGGAAGGGAGCTTTGTCTAGTGCCAATAGGCCGGACCAGTAGGAA 

GGTTACAGO^GCTGGCCCGCAGAGTGATTGGGTCACAGGAAATAGCGCAACCTTCTCT^ 

TGCCCGGGAAAGGCGGTTCAATCTACCTTCGAAGGGCTAGTACATGAGCGCGAAGGAGGC 

AGATAATAGCACCATTAAGTGGTCCAAATGCATCTTGAAATCTAATCCTTAATAGAGGAA 

AACAACAATTATCAGTAAAAATGGGTATGTTATAACCATAATTCCTAATGGTGAATAAAA 

TCAGGACCAATAAAGAAAAGCTAATTTGATTTTTATTGTCAATGAAATTTCATAATCGTC 

ATGAATGCATAAACAGACACACCTAGCAACTGTATAATCTGCGCCTAAAAAGGGCGTATA 

CACAAAACTAAACGATGCGCAATAAAAGTTCAGCAGTCAGCAATGAAACCGAGATATGCA 

GCAACAGAGTATCATATGCATGGAGGATCCTTTCTGTTTTTCTGATAATATGCTCTGAAA 

AAGCTCCAAACAGCACAGTAGCCTATTTGTGAAGCTCAAAAAAGGCTTCTATTTCCCTCG 

CTATCTTCAGATTGTGCAGTGATATTCTTTGAGGAAGGAAACGTAGAGGGGATAAGTTGG 

ATAACTGTTATTTCITTTCAATATGCTAGATTTTGCTTACCACCTTACTGAT^ 

ATAATAAACTTTTTTACTAACATTAGTACGATGTCTCATCTATTTCTTCTATTTAGTTAA 

CGTTCCAAAGACCAGAAAGACCTACTGTAAGGGTAAGACCTGTCGTAAGCACACTCAACA 

CAAGGTTACTCAATACAAAGCTGGTAAGGCTTCCTTGTTTGCCCAAGGTAAGAGACGTTA 

TGACCGTAAACAATCTGGTTTCGGTGGTCAAACCAAGCCTGTTTTCCACAAGAAAGCTAA 

GACTACCAAGAAGGTTGTTTTGAGATTGGAATGTGTCAAATGTAAGACCAGAGCCCAATT 

GACCTTGAAGAGATGCAAGCACTTCGAATTGGGTGGTGAAAAGAAGCAAAAGGGTCAAGC 

TTTGCAATTCTGA 




VCTTTAT 



CTGCTGTTCACGACAAGGTTTTGGAAGACAl 




^TTGTCGGTAAAA 
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YNL162W, 116 aa (SEQ ID NO 236) 
MVRCLIYFFYLVNVPKTRKTYCKGKTCRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGF 
GGQTKPVFHKKAKTTKKWLRLECVKCKTRAQLTLKRCKHFELGGEKKQKGQALQF 

YNL178W, 1223 bp, CDS: 501-1223 (SEQ ID NO 237) 

GGTCCACGTCAGTTCCACACAATAACATTTACGTAGTGTTCACGCGAAGCAGTTACATCT 

CAACTAACATAATTGCTGGTGAGCCTACAACACTGCATGCGTAAACGTCAACGGGATTAC 

CATGTTCCTTTGGAATAATCTAATTCCTCATGATTAAATGAGACTGTTTTTTGTTTCCGT 
AACATCCATACCTTTCCTGTATAATATTCTTGCTGTAAAGTTTGTTTTTTTTATGAAAAA 
AACATTTTCTTTTCTTGAGATGAGGCGCCGCGAGCCTTTCTCCCATGGGCAGTGGTAAAT 
TTTCCAAATCAATGCAGCTCTTTGAAATACy^CAGCATTTTTCATACATTTTAAGCAATT 
TCTAGTTTGTAGATATTGTTAGATTAGTTTTTGAACATTGTTTTGATAACTGAAAATAAA 

ACGGTGTCTTCTACGCTGAATTGAACGAATTCTTCACCAGAGAATTAGCTGAAGAAGGTT 
ACTCCGGTGTTGAAGTCCGTGTCACTCCAACCAA6ACCGAAGTTATCATCAGAGCTACCA 
GAACTCAAGATGTTTTGGGTGAAAACGGTAGAAGAATCU^CGAATTAACnTrGTTGGTTC 
AAAAGAGATTCAAGTACGCTCCAGGTACTATTGTCnTATATGCTGAAAGAGTTCAAGACC 
GTGGTTTGTCCGCTGTCGCTCAAGCTGAATCTATGAAATTCy^TTGTTGAACGGTTTGG 
CTATCAGAAGAGCTGCTTACGGTGTCGTCAGATACGTTATGGAATCTGGTGCTAAGGGTT 
GTGAAGTTGTTGTTTCCGGTAAACTAAGAGCTGCCAGAGCTAAGGCTATGAAATTTGCTG 
ACGGTTTCTTGATTCACTCTGGTCAACCAGTCAACGACTTCATTGACACTGCTACTAGAC 
ACGTCTTGATGAGACAAGGTGTTTTGGGTATCAAGGTTAAGATTATGAGAGACCCAGCTA 
AGAGCAGAACTGGTCCAAAGGCTTTGCCAGATGCTGTCACCATCATTGAACCAAAAGAAG 
AAGAACCAATTCTTGCTCCATCTGTCAAGGACTACAGACCAGCTGAAGAAACTCAAGCTC 
AAGCTGAACCAGTTGAAGCTTAG 

YNL178W, 240 aa (SEQ ID NO 238) 

WALISKKRIOjVADGVFYAELNEFFTREIJ^EGYSGVEVRWPTKTEVIIRATRTQDV^ 
ENGRRINELTLLVQKRFKYAPGTIVLYAERVQDRGLSAVAQAESMKFKLLNGIiAIRRT^Y 
GVVRYVMESGAKGCEVWSGKLRAARAKAMKFADGFLIHSGQPVNDFIDTATRHVLMRQG 
VLGIKVKIMRDPAKSRTGPKALPDAVTIIEPKEEEPILAPSVKDYRPAEETEAQAEPVEA 

YNL182C, 2168 bp, CDS: 501-2168 (SEQ ID NO 239) 

CTTTGATAAATTAATACGGTAAGATACCGTGTGAACTATTATAATAACTGCCACGCTTAT 

AGCATGTACGCTATACATTTACGTGCTGAGCTCCTAGGAAAGCTCATGAGCAGCCACTGT 

ATCGTGGAGCATAACTACAACAAAGAATACACAGCGTCACATAGAGGGTTTTTGAGAGGA 

GAAGTTGAAATAGGACTTGATCTTGGGGGAGAGGGGATTTGAAAGCACCCATTCAGGAGT 

ATGTGTCTGTAATTGAAGTGTTAGCGCGCGATTCACCTGTAATAAGAGTGATGATTTGAT 

AGCGCCATTCTACATCATATGGCAAATGTTGAATU^CTGTACGCGCGAACTAAAATTTTT 

TTTTACATCCCACTAAATGAAAATTTTAAATCGATGCCCATTCCAAATATGCTTATTC6A 

AGGACGGCTCTGACAAGGGCATATGCGTTAAGATT6ATTGTTCAATATTCATAAAACAGG 

ATCTTTCAAGGGACGATAAAATGGATGAGCAAGTTATTTTTACAACAAATACCTCAGGAA 

CAATAGCTTCTGTACACTCATTTGAACAGATAAATTTGAGGCAATGCTCCACTCAATCAA 

GAAATAGCTGTGTTCAAGTAGGAAATAAATACCTTTTTATTGCTCAAGCACAAAAAGCAT 

TAATCAATGTCTACAATCTGTCAGGTTCTTTCAAAAGAGAATCTGTTGAACAGCGCTTAC 

CATTACCTGAAATCCTAAAATGTCTGGAAGTAGTTGAAAATGATGGTGTGCAGTATGATA 

GAATTCAAGGTGTCAATCATAATTTACCAGACTTCAATCTTCCGTACCTTTTACTTGGCT 

CCACCGAATCGGGTAAATTGTACATATGGGAGTTAAATTCAGGGATTTTATTGAACGTGA 

AGCCTATGGCTCATTACCAAAGTATCACCAAGATTAAGTCCATTTTAAACGGCAAGTATA 

TTATTACTTCTGGTAACGATTCGAGAGTTATTATATGGCAAACTGTTGACTTGGTATCAG 

CGTCCAATGATGATCCTAAGCCTTTATGTATCCTTCACGATCATACTCTACCCGTGACAG 

ATTTCCAAGTTTCTTCTAGTCAAGGAAAATTTTTATCATGTACTGATACGAAACTCTTCA 

CAGTATCTCAAGATGCTACCATTAGATGCTATGATTTGAGTTTAATAGGCAGCAAAAAGA 

AGCAGAAGGCAAACGAAAATGACGTTAGTATTGGTAAGACCCCAGTATTGCTTGCGACAT 

TTACAACTCCTTATTCTATCAAATCCATTGTACTGGATCCTGCTGACAGAGCATGCTATA 

TTGGTACTGCGGAAGGTTGTTTTTCATTGAATTTATTTTATAAACTAAAGC^ 

TCGTTAATCTGCTACAGTCCGCCGGAGTAAACACAGTTCAAAAAGGTAGGGTTTTTTCCC 
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TAGTGCAACGTAACTCACTAACTGGCGGCGAAAATGAAGATTTGGATGCACTATATGCAA 

TGGGCCAACTTGTCTGTGAGAATGTCCTAAATTCAAATGTGTCATGCCTAGAAATATCAA 

TGGATGGTACATTATTATTGATCGGTGATACGGAGGGGAAAGTTTCTATTGCGGAAATTT 

ACTCAAAACAAATCATTAGAACTATCCAAACTTTAACTACATCACAGGATTCAGTTGGAG 

AAGTGACCAATCTCTTAACCAACCCTTACAGACTCX5AACGTGGAAATTTACTTTTTGAAG 

GAGAATCCAAAGGCAAACAACCTAGTAATAATAATGGTCACT^TTTTATGAAGATACCAA 

ACTTACAAAGAGTTATCTTTGATGGTAAAAACAAAGGCCATTTACACGATATTTGGTATC 

AGATAGGAGAACCAGAAGCAGAGACAGATCCTAAOCTCGCATTACCACTTAACGACTTTA 

AT<X:CrATTTGGAGa^GGTaU^CGCAAGAATCGATATTTTCACATATCGGTAAGGTC 

CAAGCAATGTAAAAGTGATTGACy^TAAAATCGACGCCACTTCATCTTTAGACAGCAATG 

CCGCTAAAGATGAGGAAATTACAGAACTTAAGACCAACATAGAAGCATTAACTCATGCCT 

ACAAGGAGTTACGTGACATGCACGAAAAGCTGTACGAGG2ACACCAACAGATGCTT6ACA 

AGCAATAA 

YNL182C, 555 aa (SEQ ID NO 240) 

bfTOEQVIFTTNTSGTlASVHSFEQIiniRQCSTQSRNSCVQVGimYLFIAQAQKALIlWYNL 
SGSFKRESVEQMjPLPEILKCLEVVENIXSVQYDRIQGVNHNLPDFNLPYLLLGSTESGKL 

yiwelnsgiiilnvkpmahyqsitkiksilngkyiitsgndsrviiwqtvdlvsasnddpk 

plcilhdhtlpvtdfqvsssqgkflsctdtklftvsqdatircydlsligskkkqkanen 

dvsigktpvllatfttpysiksivldpadracyigtaegcfslnlfyklkgnaivnllqs 

agvim^qkgrwslvqrnsltggenroldalyamgqlvcenvlnsnvscleismdgtlll 

igdtegkvsiaeiyskqiirtiqtlttsqdsvgevtnlltnpyrlergnllfegeskgkq 

psnnnghnfmkipnlqrvifdgknkghijroiwyqigepeaetdpnlalpijtofnayi^^ 

ktqesifshigkvssnvkvidnkidatssldskaakdeeitelktniealthaykelrdm 

heklyeehqqmldkq 

YNL190W, 1115 bp, CDS: 501-1115 (SEQ ID NO 241) 
AATGCGCTCCCGTACGTCAGTGGCTGTTGCTGAAACGAGACAATTTCTCAATTCGTTTGT 
TTGTGTACTGTATTTGTTATCTTTACTATATATATGTTGTTAAGTTTCTTTTACCAATTA 
.GTGCTCACTTCTCTCGTCTTTTATTAGGTGTGTGTGTTGTGCGTAATTTTCGT^ 

TTGTTATTTAGAAACAGTCTATCTGGTTTAACrTAAACGAGTGAGCTTAAGATAATC^^ 

CTACAAGAAAACCAAGCTTCTATTACTTTGTTTCTTTCTCTTT^^ 

GAATTTTCCTTTAAGGAGTAACTTAAGCATTTAGCTGCACATTAAACACTTTTTTT^ 

CTTCTAACTCACACACTTTTGGAAGAACATTTATTTTTTCGACCTTCTTTCCCAAATACC 

CAGCGCTTTATAATTGAAATATGAAGTTCTCTTCTGTTACTGCTATTACTCTAGCCACCG 

TTGCCACCGTTGCCACTGCTAAGAAGGGTGAACATGATTTCACTACCACTTTAACTTTGT 

CATCGGACGGTAGTTTAACTACTACCACCTCTACTCATACCACTCACAAGTATGGTAAGT 

TCAACAAGACTTCCAAGTCCAAGACCCCAAACCACACTGGTACTCACAAGTACGGTAAGT 

TCAACAAGACCTCCAAGTCTAAGACCCCAAACCATACCGGTACTCACAAGTATGGTAAGT 

TCAACAAGACTTCCAAGTCCAAGACTCCAAACCATACCGGTACTCACAAGTACGGTAAGT 

TCAACAAGACCTCCAAATCCAAGACTCCAAACCACACTGGTACTCACAAGTACGGTAAGT 

TCAACAAGACCTCCAAGTCTAAGACCCCAAACCATACCGGTACTCACAAGTATGGTAAGT 

TCAACAAAACCAAACATGACACTACCACTTATGGTCCTGGTGAAAAGGCCCGTAAGAACA 

ATGCCGCCCCTGGTCCATCTAATTTCAACTCCATAAAATTGTTTGGTGTTACCGCT^ 

GTGCTGCCGTAGCCGGTGCCTTATTACTATTATAA 

YNL190W, 204 aa (SEQ ID NO 242) 

MKFSSVTAITLATVATVATAKKGEHDFTTTLTLSSDGSLTTTTSTHTTHKYGKFNKTSKS 
KTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTSKSKTPNHTGTHKYGKFNKTSKS 
KTPJOTTGTHKYGKFNKTSKSKTI^TGTHKYGKFNKTKHDTTTYGPGEKARKNNAAPGPS 
NFNSIKLFGVTAGSAAVAGALLLL 

YNL208W, 1115 bp, CDS: 501-1115 (SEQ ID NO 243) 
GGTTATACACATATATATATTTTTCATTTTTAATGTCTTAGCTTTTGTATCTTAGATGAA 
GTTTTAGTTCTGTATATCACGATCAAGATATCATACAATCATAAATTCAATTATTCTTCT 
GTTTCCCCTCTTGAGGCATCAAACGAGTGTTTGACTGATACACACCAACATACTAAGGCA 
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ACCATGTGGAGTTTTTACTGTATTCGCATTTCGCCCCGCTAGCATTCTTCGTTCATGCTA 
AAAATGAGGCGTGGGCTAATATTCAGTATTAATAATTCCGGCACCCGCACAGCCCATACC 
GGAAAAGGGGCTGGCTGTTGGGCTTGGCAAAAAACTCAATCTGAGCAGTCATTTATAAAG 
AAAGACTTTAATTTGTCTTGCTAAACACTTGTAAGCCTTCCAAATATAGATCACTTAAGA 
CAATCTAACAAGTGTCCAAAATGTCTGCAAACGAATTCTACTCAAGTGGCCAACAAGGTC 
AATATAACCAGCAAAACAACCAAGAAAGAACTGGTGCTCCAAACAACGGTCAATATGGTG 
CCGACAATGGTAACCCCAACGGTGAACGTGGTTTATTTTCCACTATTGTAGGTGGCAGTG 
CCGGTGCGTACGCTGGATCTAAG(3TGTCGAACAACCATTCTAAGTTGAGTGGTGTGCTGG 

gcgccataggtggtgcattccttgccaacaagatatctgatgagcgtaaagagcataagc 
aacaagagcaatacggcaactcaaacttcggaggtgctcctcaaggtggacacaacaacc 
atcaccgtcagacaataacaacaataacggtggatttggcggtccaggcggccctggcgg 
tcaaggtttcggaagacaaggcccacaaggatttggaggtcctggtccacaagagtttgg 
tggtccaggtggccaaggattcggtggtccaaatcctcaagaattcggcggccaggtggc 
caaggattcggtggtccaaaccctcaggaattcgggggccaaggtcgtcaaggattcaat 
ggcggttcacgttggtgaatggctcaacagagtga 

YNL208W, 204 aa (SEQ ID NO 244) 

MSANEFYSSGQQGQYNQQNNQERTGAPNNGQYGADNGNPNGERGLFSTrVGGSAGAYAGS 
KVSEJNHSKLSGVLGAIGGAFLAinaiSDERKEHKQQEQYGNSNFGGAPQGGHNNHHRQTIT 
TITVDLAVQAAIiAVKVSEDKAHKDLEVLVHKSLWQVAKDSVVQILKNSAARWPRIRWSK 
PSGIRGPRSSRIQWRFTLVNGSTE 

YNL210W, 1313 bp, CDS: 501-1313 (SEQ ID NO 245) 

TCATAACGGGTTCTTTTCAAAAAACCGTAAAAATTTGAGGTCACACCAACTAAATACAAA 

TTGTTTCATCACGGTGACTATATCAAGAACTTCGTAAGGAAACATTTAGAAAACTCAATA 

TAGTAAAGTTTCATCAGCAATCTTATCTGAGTAATATTATCTACGATCTAAATATAGGAT 

GATCTGCCGATTTAGGAATCGTACTGTAGATTGCTCTTGGCGACAGATATAGTGAAATAC 

CTTTTACAAAGTGGATACAGGTTGCCTATCACTACCGCCATTTCACTAGCAAGTAGAGTA 

TTGAGAAAACGGTAAACTTTGAAAGTTGCAGATGCAGAATATATATCTGGTTTTGTAGTT 

CTATCCGCTAAACGGGACGATCGCATTTTAGCCGCCGACAGTGTTAATATAAGTAATGAA 

CTTGGGTTAATTTGATTACGCGTCACAGCTACTAATAAAATAAGACCGAGAGTTTTAATC 

AGCTAGTGCATACCAAAACAATGAGTAACCAACACy^GCCCTCAGCCATTTTGTTTGGACA 

CCAAATTGGTGAAACTATTAGAAGAGCTCCAGGAGGGAAAGCAATTCAACAATAAAAACA 

ATTTACTAGAGTTTTGCGTCCACCTTGACAAGATAAAAGGAGTCATTAGACCAAACTATG 
ACACTATATATATTTTGTGCCTGTTGGAGGTGGATCTCCTCAATCTGGTATTTACCGACA 
ATATATTGGAAATATGTTTGCCCAGGTTTGTTTCAAGGGAGGACTTGAGGGTTTTTAATA 
ATACTTTTTACACATATCACGATAACCGCCTACGTATTCTCCAAGAAGACTTTTCTCAAT 
TGTTCAAAAAAATCy>AAACTAAGGCTTCTGTACTATGTTTTACAGTTGAGGAAATTTTTC 
TGACAAACCAAGAAATTTTACCTCAAAACTCAACAGTGGCAGAACTGCAAAAGAGCACTA 
ATAAAGTACAGACAAATGGGCCGCAACGGCACGATTTCATAGTCACTCTAGAAATAAAAC 
TGAACAAAACakCAAATCACTTTCCTCATTGGAGCTAAAGGAACGAGAATTGAAAGCTT^ 
GGGAAAAATCAGGCGCCAGCATAAAAATAATACCTATTAGTGATAAAAT6ACTGCACATG 
AAAGGAACCACCCTGAATCTGTTCAACAAACAATACTAATTTCGGGTGACTTATACTCAA 
TTGCATTAGCCGTCACCAGTATAGAGTCTGCATTAATTACTTTGGATTTATAG 

YNIi210W, 270 aa (SEQ ID NO 246) 

MSNQHSPQPFCLDTKLVKLLEELQEGKQFNNKNIFPEKALYLKLALDYSFFRKNLLEFCV 
HLDKIKGVIRPNYDTIYILCLLEVDLLNLVFTDNILEICLPRFVSREDLRVFKNTFYTYH 
DNRLRILQEDFSQLFKKIKTKASVLCFTVEEIFLTNQEILPQNSTVAELQKSTNKVQTNG 
PQRHDFIVTLEIKUgKTQITFLIGAKGTRIESLREKSGASIKIIPISDKMTAHERNHPES 
VQQTILISGDLYSIALAVTSIESALITLDL 

YOL031C, 1766 bp, CDS: 501-1766 (SEQ ID NO 247) 

AGTTTTTTTTCTCGAGAAATTGTGAACAAAAGAAAGCAAAGACACAGAAGATGATAAGAG 

AGAGAAACAACGAAGAAAGAACAACAATGTTGGGGTTCACCCGAGAGATATTGACATACT 

GACCTTAGAAAAGGCATTACTGAGGCTACTGACTAAAGCGCGTTACATAAATGCATAGTA 

TATTTCTTGTTGTATACGCAGCGGCCAACTAGTGGCAGCAAGAATGTAATGAACGATTCA 
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TCTGCAGGTTTGGAGGCCGCAACTAGATCAAAACGTAAATAGCGGGTGAAGTGTTCTGGA 

CGTTAGAAGTAACGTCCGCAGATCGAAGCTAAACACGAGATTAGATTTCGGGTAACGGAA 

TTGTGATAATTAAGAAAGACCAGACTATGTGAAAAGGCCACGTAAATGATAGAGCACACA 

TTAGCAACTATAATAGACTAGTTTTCGCATCGCTGGAAGTTCTCGATATTGAATATCACT 

TCCAAGAACGCAAACTTAGAATGGTCCGGATTCTTCCCATAATTTTGAGCGCCCTATCTT 

CGAAATTAGTGGCGAGTACAATATTGCATTCATCCATACACTCAGTGCCATCTGGAGGCG 

AAATCATATCTGCAGAAGATCTTAAAGAACTTGAAATTTCAGGGAATTCGATCTGCGTTG 

ATAATCGTTGCTATCCTAAGATATTTGAACCAAGACACGATTGGCAGCCCATACTGCCAG 

GTCAAGAACTCCCCGGTGGTTTGGACATTAGAATAAACATGGACACAGGTTTAAAAGAGG 

CAAAACTAAATGATGAGAAGAATGTCGGTGATAATGGTAGCCATGAGTTAATTGTATCTT 

CAGAAGACATGAAAGCATCGCCTGGTGACTATGAATTTTCCAGTGATTTCAAAGAAATGA 

GAAACATCATAGATTCTAACCCGACTrTATCTTCACAGGACATTGCCAGATTGGAGGATA 

GTTTTGATAGAATAATGGAATTTGCGCATGATTACAAGCACGGCTACAAAATTATTACCC 

ATGAATTCGCCCTCTTGGCCAACCTTAGTCTCyy^^TGAAAATTTGCCGTTAACATTGAGAG 

AGCTCAGTACTAGAGTCATTACCAGCTGCTTGAGAAACAATCCTCCTGTAGTCGAGTTCA 

TTAATGAAAGTTTTCCAAATTTTAAAAGCAAAATCATGGCCGCTCTGTCAAATTTGAATG 

ATTCTAACCACAGATCCTCTAATATCCTAATAAAAAGATACTTGTCCT^TTTTAAACGAAT 

TACCTGTCACATCCGAAGATCTTCCTATATACTCTACGGTTGTTTTACAAAATGTATATG 

AAAGAAACAACAAGGACAAACAGTTACAAATAAAAGTCCTGGAGTTGATCAGCAAAATTT 

TGAAGGCCGACATGTACGAAAATGACGATACAAATCTAATTTTGTTCAAAAGAAATGCTG 

AGAATTGGTCGTCAAATCTGCAAGAGTGGGCAAACGAGTTCCAAGAGATGGTCCAGAACA 

AAAGTATAGATGAACTACATACAAGAACGTTTTTTGACACCCTTTACAACTTGAAGAAAA 

TTTTCAAAAGTGACATCACGATCAACAAAGGGTTTTTGAATTGGTTAGCGCAAC^ 

AAGCCAGGCAATCTAACTTGGACAATGGGCTCCAAGAGAGAGATACTGAACAAGACTCAT 

TTGATAAGAAACTTATCGACAGCAGACACTTGATCTTTGGCAACCCCATGGCTCATAGAA 

TAAAAAATTTCAGAGATGAACTCTGA 

YOL031C, 421 aa (SEQ ID NO 248) 

MVRILPIILSALSSKLVASTILHSSIHSVPSGGEIISAEDLKELEISGNSICVDNRCYPK 
IFEPRHDWQPILPGQELPGGLDIRI]m)TGLKEAKLM)EKNVGDNGSHELIVSSEDMKAS 
PGDYEFSSDFKEMRNIIDSNPTLSSQDIARLEDSFDRIMEFAHDYKHGYKIITHEFALLA 
NLSIJJENLPLTLRELSTRVITSCLRNNPPVVEFINESFPNFKSKIMAALSNLNDSNHRSS 
NILIKRYLSILNELPVTSEDLPIYSTVVLQWYERNNKDKQLQIKVLELISKILKADMYE 
NDDTNLILFKRNAENWSSNLQEWANEFQEMVQNKSIDELHTRTFFDTLYNLKKIFKSDIT 
INKGFLNWLAQQCKARQSNLDNGLQERDTEQDSFDKKLIDSRHLIFGNPMAHRIKNFRDE 



YOL048C, 821 bp, CDS: 501-821 (SEQ ID NO 249) 

TAAGTACATGATTTTTGTTTGCATTGATATGACTTGTTTTATGACTAACATATTTAATTT 

TTATTTGTTAACCGTAGGGGTTTTATGAAGTGCTGACGAATCCTGTTTATTGGAAGCATA 

TTTTACTGTTTGCGGTTTGCTATGCCCTGATTTTTGTCACTATTGCTGGTCTC^^ 

TCACACTTGTACCGCTTTTAGTGACATGGGCCATACTGTTATTAGGGCCTCTTGGTGTGA 

TACTGGTTCATATTCAATGGATTTTACAAACGAATGTCTTGACTGCCTTTGTTTGTAGAA 

CACTGGTCCTGACCCATATTACGAATCAGATATTTGATATATCTTTGGTGTTGCAAGACC 

AAGATGAATTTCTAAACGAGGTGAAGGTATTGCCTAAACCACAAAAGCCACATAGAAAAA 

TCGATGAACCTGATGCGGTGAGAAATTTCAACACAATAAAGGGAAGTCGGATTTTTAAGA 

TTCCCAGATTACTATTCAGAATGTTTTTTAAAGTCTCCAATTTTACTTCACTAACATTAC 

TGTCGCTAATTCCTATTGTAGGACCAATCTTGGCAAATCAACTAATGGCCCCAAAAAGAA 

CCTTTACCTATTTGCAGAGGTACTTTTTACTAAAGGGATTCAGTAAGAAACAGGCCAAAG 

ATTTTCAGTACGAGCATTACGCAAGTTTCATATGTTTCGGTATGTCTGCCGGTCTACTAG 

AGTTAATACCCTTCTTCACAATAGTCACCATATCTAGCAACACTGTTGGTGCAGCTAAAT 

GGTGTACTTCGCTACTAAAGGGTGAAAGAAAGAAGGAATGA 

YOL048C, 106 aa (SEQ ID NO 250) 

MFFKVSNFTSLTLLSLIPIVGPILANQLMAPKRTFTYLQRYFLLKGFSKKQAKDFQYEHY 
ASFICFGMSAGLLELIPFFTIVTISSNTVGAAKWCTSLLKGERKKE 



L 



FIG. 1-85 



[Printed:17-08-200o] 




[02-07-19991 



|EP99870t4i:!(l 



YOROIOC, 1256 bp, CDS: 501-1256 (SEQ ID NO 251) 

ACATTTCCCAAAAAAGACATTTCTGTCCAAAAGTAGAAGGXZAAGAAAACCCTGGAGGAAT 

CATAGGCAAAGAAAGAAAAGAAGAAGTTCATCTTTAAAACTACCTTTCAAGCCTTTATTC 

GTTCCTCGTAAAGGACACACGAAAAAAATAAACAGTACCTTGCAGAAGGAGTGCAGAGTT 

AGGTCGCAGGGAATCCTTGAAAGCCAAGAGTTTTTTTTCCGTAATGATCrrcCC^^ 

CCATCAACATTGTGGTGCAAAGTTTAGTGTAAGATGTTCTACTGAACTATCTTAATAGCT 

GAGCATCATGTGAGTAAACGAGTAAGCAAGAAAACAACAAAGTAATGTTCAACTTTCGTA 

ACTACGGAAAATAATATATAAGTAGTTAACGAAATTCGAACAATGAGAGCTCTCACATAT 

CATCTTCTTTTCCAGTTTAGCCATTATCAGCACAATAATACAAAACACACTCGTACACTC 

GCTTCAACTATAACAAAAAAATGGCTTACATCAAGATCGCTTTATTAGCTGCTATCGCTG 

CTTTGGCTTCTGCCCAAACTCAGGAAGAAATTGACGAATTGAACGTTATTTTGAATGACG 

TTAAGTCCAACTTGCAAGAATATATTAGTTTGGCTGAAGATTCTTCATCTGGATTTTCCT 

TAAGCAGTCTGCCATCTGGTGTTTTAGACATCGGTTTAGCTTTGGCTTCCGCCACTGATG 

ACTCCTACACTACTTTGTACTCTGAGGTTGACTTTGCTGCTGTTAGCAAGATGTTGACCA 

TGGTTCCATGGTATTCTTCCAGGCTTCTACCAGAATnSGAATCCTTGTTAGGAACTTCTA 

CCACCGCTGCCTCTTCTACTGAAGCTTCTTCTGCTGCTACTTCTTCCGCTGTTGCTTCCT 



CTTCTTCCAGTGAAGCTTCTTCTTCTGCTGCTACTTCTTCTGCTGTCGCTTCTTCCAGTC 




GTGATGGTCAAGTTCAAGCCACTAGCACTGTTTCCGAACAAACTGAAAACGGTGCTGCCA 
AGGCTGTCATCGGTATGGGTGCTGGTGTCATGGCCGCTGCCGCCATGTTATTATAA 



YOROIOC, 251 aa (SEQ ID NO 252) 

MAYIKIALIJ^IAALASAQTQEEIDELNVIIiNDVKSNLQEy I SLAEDS SSGFSLSSLPSG 
VLDIGLALASATDDSYTTLYSEVDFAAVSKMLTMVPWYSSRLLPELESLLGTSTTAASST 
EASSAATSSAVASSSETTSSAVASSSEATSSAVASSSEASSSAATSSAVASSSEATSSTV 
ASSTKAASSTKASSSAVSSAVASSTKASAISQISDGQVQATSTVSEQTENGAAKAVIGMG 
AGVMAAAAMLL 

YOR019W, 2693 bp, CDS: 501-2693 (SEQ ID NO 253) 

CATTGATCTCGAGCACAGCTGCTCTTTTCTCTCAATGAATTACGTTATATGTTAATCACA 

CAAGCATCAGTTTTTCATCGCAAAAGAAAATATTTAGAGTTCTTGCAATTCAGATGTACC 

TCAATTAATAACTCAATCACCTCCTATGTTCTTGCTGGTAGTACTGCTTTTGTCTTAATT 

ACTGCTGAATCAGCCTTCTAGAAGACCGTTCTG'iTTCAGCCGCTCGCCCCTTTTCAAAGC 

TAGCAATATGATTTGCAGATAGATACATATATATCCTTCTGGGTTCATGTCTCGTTACCA 
TCCACACTAATGCATAGGACCAGAAAGAAAGGACATCGAATCCAACACGTATTAAAATAA 
GGACTCCTCATTAAAAAGGCTTTTAATATTCAACTTGCTATAGATCACGCACCCTTTTGG 
CAAGTCAACCTTAAATTATTATGATTTCTGTTTGCCCACAAAATGACTTGCAAAAATGCT 
ACAGAAGCCTCACATTCGATGTTCCAGGACAACAATTCGAAGAGAGAAATGAACAAAACC 
TTAAAAAACGGGCCAAAAAGAAAGGCAGTTTCCAACCATCTGTTGCCTTTGACACAGTGC 
CTTCCACCGCTGGTTATTCTTCTATAGACGACAGCAGGGAAGGATTCAAAGGTGTACCTG 
TTCCCAACTATTACACGATGGAAGAGTGCTATGACGATGAAACAGACTCTTTTTCGCCAA 
ATTTGCAATATTATTTGAGAGATACATTCCAATCATCACCTTTTCTGAATACTAGAAAAG 
AGAACAAATCTGAATCCAGTAGTTTTCCAATGAGATCCTCAAAGTTGTTGGAAAAGAATT 
CTGACATCAAAAAATATTTCTTGGTATCCAAGAATGGAAAAATAGTGAGGAGAGACTATC 
CAAGCACGCCAGTAATTGTCAACGAAACGTTGATGATAAACAGGTTTGAAAAGAACTGGA 
TAAAGTTATGGCGCCAAAGAAAACTACAAATAAATGAAAGGCTGAATGACAAAAAAAAAT 
GGTTTACTTACCCAGAACTTATCTTCTCTGAAGAGCGTATTAAACCGTTATATAGAGGAG 
ATGATAGTGCACCATGTACAAAAGAACAAAAAAGAAAGCATAAAATACTTCAACAAAAGG 
TCGGATATCCCAATAACCCTAAGACAATAGTTTGTCACATTAACGGAAAAAAACATACGT 
GGGTTGCCCTAGACTGGACAGTCTACAAGTTTGCACGAAATCTTGATCACATTGTTGTCA 
TAACTACACTGCCAAAAATGATTTCTAACAGGAAAAAAACTGCAAAAGATGATACAGAAT 
GGGCACCGGGATATCAAAAAGAAGTAATAGATC7VAAAATTAAACGACATTTTTGATTATA 
TTTTACAGCTAGTAAAAGTGGTCAAAATATCCGTCAAAATTACTTTAGAAATAATTGTAG 
GCAAAATTAAAAAAAGTCTGGTAGATGTCATTAATGTCCATACTCCAGATTTCTTAGTTC 
TTGCTACTTTAAAGCACGAGCGAAATGAGAATCTTATTACATATAAATCCAAAAAGCTGA 
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cagatgtctttcctgttagttatccgattcccacatttgttgttccctcgaaacgaatgt 
attcgttcgaactgaatctacaaagagaagtaaatgaacattatgtctcaaaaaatcata 
tgaagcacgaacacactgacgttgagagcatgagcagttcaatgttcaaaaaaaatacaa 
tatcagatatttcttcacatatttccgtagattcgtacgccgaagatttcaaaaggcaag 
gctaca^tcaaaaagcagttcaacacctctaatgattccattccaagaaaattgaccggtc 
tcgcccagcattcaagaaggaagatcacgggtgatatagaaaaattacaagacgatgaga 
aagatagagaatgtactaaggaaaaacttttgttgaagaaaattgatatcataattagag 
agtcattgaagtcttctttagcgatagagacgttgcctggtaaaaatgtatcgcagtcca 
gtcacggtgaccaaatttccagctttaagaatgctttgataggcaatgggtcgaaaaaca 
caaagtttagaaaatctttaataccatattcttcctcagaggaacaaaataccacaacaa 
ctattaaactcagtagctcgcctacgtcccaaatcaagtttgcaacctctgtaaaacaca 
aagatggaagagccgcccttggcaaagccagaaat(Hkk:ctgatataaggcacagtattt 
ccttcgacaaagaaaattcctttgatcca^tctgataaaagcagtagtgttgataatagca 
ttcctttgaggaaagttaaaagtgccggtgcgttaagaaaagtcaaaactaatgactcct 
caagtagtgcagggtcaaagaaaagctcgtctagttttagtactctgaacaccttcactg 

GGGGTGGAGTTGGGATTTTTAAGGTGTTTAAAAGTGGAAGTTCCTCTGGA^ 

ccagtagaaggaatagtagcagtggcgatgtttttgaaagtgatgatcgtaacgacaaga 
aaaagaagaagaaaaaaaagaagaaatcattgttcttattcggcaaaatatga 

YOR019W, 730 aa (SEQ ID NO 254) 

MISVCPQNDLQKCYRSLTFDVPGQQFEERNEQNLKKRAKKKGSFQPSVAFDTVPSTAGYS 

SIDDSREGFKGVPVPNYYTMEECYDDETDSFSPNLQYYLRDTFQSSPFUITRKENKSESS 

SFPMRSSKLLEKNSDIKKYFLVSKNGKIVIUlDYPSTPVIVNETIJfllNRFEKNVniKLV^ 

lOiQINERLNDiaQ^MFTyPELIFSEERIKPLYRGDDSAPCTKEQKRKHKILQQI^ 

KTlVCHINGKKHTWVALDVmrfKFAimLDHlV\n:TTLPKMISNRKKTAKDiyrE^ 

EVIDQKLNDIFDYILQLVKWKISVKITLEIIVGKIKKSLVDVIITWWPDFLVIATLra 

FNENLlTYKSKKLTOWPVSYPIPTFVVPSKRMYSFErJSn^QREVNEHYVSKNHI^ 

VESMSSSMFKKNTISDISSHISVDSYAEDFKRQGYIKKQFNTSNDSIPRKLTGLAQHSRR 

KITGDIEKLQDDEKDRECTKEKLLLKKIDIIIRESLKSSLAIETLPGKNVSQSSHGDQIS 

SFKNALIGNGSKNTKFRKSLIPYSSSEEQim?TTIKLSSSPTSQIKFATSVKHKDGRAAL 

GKAENLPDIRHSISFDKENSFDPSDKSSSVDNSIPLRKVKSAGALRKVKTNDSSSSAGSK 

KSSSSFSTVNTFTGGGVGIFKVFKSGSSSGinCSSSRi^NSSSGDWESDDKNDKKKKKKKK 

KKSLFLFGKI 

YOR027W, 2270 bp, CDS: 501-2270 (SEQ ID NO 255) 

AATTTTCCCCCCGTCATAAGTTCCTATACACGGCTGGCTCTGATGGCATAATTTCATGCT 

GGAACCTACAAACCCGCAAGAAAATAAAAAATTTCGCCy^TTTAACGAAGACAGCGTGG 

TTAAAATTGCTTGTTCGGACAATATTCTATGTCTGGCAACTTCTGATGATACTTTCAAGA 

CAAACGCCGCAATTGACCAAACTATTGAACTAAACGCAAGTTCAATATACATAATATTTG 

ACTATGAGAACTGATATCTTCGTGAAGATTCGTGTAGTATGATAGAACATTCCAGAAAAA 

AAATTCAGATTCATCGCTCTCTCTTCGCTTCTCCTCCTTTAAGGAATAAAGAAAAAATCA 

CATACATAGATTAAGTAAATAGGATCTGCTAGAAAAATTATATATAGATCAATCATCTTA 

TTAAGGTATCTTGTTTAAGCCCAAAAGTCTGCTCCCAAATTCCTCACTGTAGCTACTAAA 

ACAACCTATACGCAAGAAAGATGTCATTGACAGCCGATGAATACAAACAACAAGGTAACG 

CTGCATTTACCGCTAAGGATTACGATAAAGCGATAGAGCTCTTCACTAAAGCTATTGT^G 

TTTCTGAAACTCa^CCATGTTTTATATTCTAACAGGTCCGCCTGTTATACTTC^ 

AGAAATTTAGTGACGCATTGAATGATGCTAATGAATGTGTCAAAATCAATCCT^^ 

CTAAGGGTTATAATAGACTCGGTGCCX^CCCACTTAGGTCTTGGCGATCTCGACGAAGCTG 

AAAGCAACTACAAAAAAGCCTTGGAGTTGGATGCCAGTAACAAGGCCGCCAAAGAAGGAT 

TGGATCAGGTTCATCGTACCCAACAGGCAAGACAGGCACAGCCTGATTTAGGGTTGACAC 

AGTTGTTTGCTGACCCAAATTTAATTGAAAATTTAAAGAAGAACCCAAAAACTAGCGAAA 

TGATGAAGGACCCTCAATTAGTGGCTAAACTGATTGGGTACAAACAAAATCCGCAAGCTA 

TTGGCCAAGATCTGTTTACTGATCCAAGATTAATGACCATCATGGCTACATTGATGGGGG 

TTGATTTAAACATGGATGATATAAACCAATCAAACTCCATGCCAAAGGAACCGGAAACCA 

GTAAAAGCACTGAACAAAAGAZ^GATGCTGAACCACAAAGCGATTCCACTACGAGCAAGG 

AAAATTCCTCTAAAGCACCACAGAAAGAAGAAAGTAAGGAATCCGAGCCAATGGAAGTTG 

ATGAAGATGACTCTAAAATTGAGGCCGACAAGGAAAAGGCCGAAGGTAACAAGTTTTACA 

AGGCACGTCAATTCGATGAAGCTATAGAGCACTACAACAAGGCGTGGGAACTGCATAAAG 
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ATATTACCTATTTAAACAACCGTGCTGCTGCTGAATACGAAAAAGGCGAATACGAGACAG 

CTATTTCTACCTTGAATGATGCTGTTGAGCAAGGTAGAGAAATGAGAGCGGATTACAAGG 

TCATTTCCAAATCATTTGCGCGTATTGGTAATGCCTATCACAAATTGGGTGACTTGAAGA 

AAACTATAGAATACTACCAAAAATCATTGACCGAACATCGTACTGCTGACATTTTGACCA 

AGTTAAGGAATGCTGAAAAAGAATTGAAGAAAGCTGAGGCGGAGGCGTATGTTAACCCTG 

AAAAGGCGGAGGAAGCCCGTCTTGAAGGTAAGGAATATTTTACCAAGAGTGATTGGCCGA 

ATGCTGTTAAGGCTTACACTGAAATGATCAAAAGGGCACCTGAAGATGCTAGAGGATATT 

CTAATAGAGCTGCTGCACTAGCGAAGTTAATGTCTTTCCCTGAAGCTATCGCAGATTGTA 

ACAAAGCCATTGAAAAAGATCCy^TTTCGTGAGAGCTTATATCAGAAAGGCCACCGCAC 

AAATTGCTGTTAAAGAATATGCTTCCGCTTTGGAAACACTAGATGCGGCCAGAACCAAAG 

ATGCTGAAGTGAATAATGGTTCTAGTGCAAGGGAAATTGATCAACTGTACTACAAGGCAA 

GCCAACAAAGATTCCAACCTGGTACCAGTAACGAAACCCCAGAAGAAACCTATCAAAGGG 

CCATGAAAGATCCTGAAGTGGCTGCGATCATGCAAGATCCTGTTATGCAAAGTATT^ 

AGCAGGCCCa^CAGAATCCCGCTGCTTTACAAGAACACATGAAAAATCCAGAAGTATTCA 

AAAAGATTCAGACGTTGATCGCTGCTGGTATCATCCGGACTGGCCGCTAA 

YOR027W, 589 aa (SEQ ID NO 256) 

MSLTADEYKQQGNAAFTAKDYDKAIELFTKAIEVSETPNHVLYSNRSACYTSLKKFSDAL 
NDANECVKINPSWSKGYNRLGAAHLGLGDLDEAESNYKKALELDASNKAAKEGLDQVHRT 
QQARQAQPDLGLTQLFADPNLIENLKKNPKTSEMMKDPQLVAKLIGYKQNPQAIGQDLFT 
DPKLMTIMATLMGVDLNMDDINQSNSMPKEPETSKSTEQKKDAEPQSDSTTSKENSSKAP 
QKEESKESEPMEVDEDDSKIEADKEJCAEGNKFYKARQFDEAIEHYNKAWELHKDITYLNN 
RAAAEYEKGEYETAISTLNDAVEQGREMRADYKVISKSFARIGNAYHKLGDLKKTIEYYQ 
KSLTEHRTADI LTKLRNAEKELKKAEAEAYVNPEKAEEARLEGKEYFTKSDWPNAVKAYT 
EMIKRAPEDARGYSNRAAALAIOiMSFPEAIADaJKAIEKDPNFVRAYIRKATAQIAVKEY 
ASALETLDAARTKDAEVNNGSSAREIDQLYYKASQQRFQPGTSNETPEETYQRAMKDPEV 
AAIMQDPVMQSILQQAQQNPAALQEHMKNPEVFKKIQTLIAA6IIRTGR 

YOR031W, 710 bp, CDS: 501-710 (SEQ ID NO 257) 

CTGCAGAAGTACAGCTGCCTTTATTTCTTGTGGTCy^TTTATTGCTTTTATTTTCAAGl^ 
GATATACAAGAAAATCAAATCCCATCGTCAACGTCACGTATAAACGATTAATTTACAGTA 
ATACCATACTCTACCAACATTATTTTAGTCCGACGTTCAGTCCTGTAGGTGTTCCAAATC' 
CTTCTGGCATTGACTTCTGTGCAGAAACCCTTCAAAATGAGTTCCACTTTACGTCAGATC 
GCATAACAACCGGTPATATATTTTTTTCTTTTGCTAAACCCCCTACTGCAAGCACTTTTA 
AGAAAAAGAACAATAAATGCGTCTTTATTGCTGTGTGGAAGTGATTTTTGTCTTTCGGAC 
AAAAAAAGGATAGGGATGCGAGAGGGCTGTGAAGTAGTGATCAAGCGGGGCCTATATAAG 
AAGGGCGCACATC6TCCCCCCTAAGAATAGCGAAGCGATATTACACTGAACACTACAATG 
TCAAATAGTACTCAATAAATATGACTGTAAAAATATGTGACTGTGAAGGCGAATGTTGTA 
AGGACTCTTGTCATTGTGGGAGCACCTGCCTTCCAAGCTGTTCTGGCGGTGAAAAGTG^ 
AATGTGATCACAGCACCGGAAGCCCTCAATGTAAGAGTTGTGGTGAAAAATGCAAATGCG 
AAACCACGTGCACTTGTGAAAAGAGTAAATGCAATTGTGAAAAATGTTAG 

YOR031W, 69 aa (SEQ ID NO 258) 

MTVKICDCEGECCKDSCHCGSTCLPSCSGGEKCKCDHSTGSPQCKSCGEKCKCETTCTCE 
KSKCNCEKC 

YOR096W, 1474 bp, exonl : 501-644, intronl : 645-1045, exon2 : 
1046-1474 (SEQ ID NO 259) 

AAACCCATACACAATGAACCTTATCACACCCAAACATATGATATGGTATTAAAAAATGAA 
AAAAATTCATTATTCTTTAGCGTAATTATTGAAGAAAAAACAGTGCGCGCGGTAATTTTT 
TGTCACTCAGTAACTAGAGAGAAGCCGAATGTACTCCCCCGGCTAGCTGGAGACCATGGC 
TCTGCCTAGGATTTCTCTTATGCTTTCCTTTCACCAATCACTTTGTTCCGGCGAGGCCCG 
CGAAGCTCGCTTTCTTTCSIGCCTAGCAATCATGTTCTTGCCAGCGTCGTAGACTACTGTA 
TGGCAGTTGCTGCACTTGCCATGAATATCCTAGTGAAGCCTCTATGCAATAATCCAGTTA 
CTGCGTTAGAATCCTGGTAAAATGTCTAATCTTATTACATTACAGCT^CGTATTAGATTT 
TGATTGAAAATTAGTCCTTGCGACTTGGTATATATCTTATTTTAAGT^GCTGAAAGGAA 
GAAAGATCATCACGAACAACATGTCTGCTCCACAAGCCAAGATTTTGTCTCAAGCTCCAA 
CTGAATTGGAATTACAAGTTGCTCAAGCTTTCGTTGAATTGGAAAATTCTTCTCCAGi^ 
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TGAAAGCTGAGTTGAGACCTTTGCAATTCAAGTCCATCAGAGAAGTATGTTATTAATTTG 

AATCTAAACTTAAGAATAATGGAGAGTAACAAAGGAAAAAAGTGTGAACGGGACGATACC 

AGAATGTTTCAATCTAGAAAAGTATAAAAGATAAGGACTAGGACTCaUVATGTATTTG^ 

GACTATCGCCTGAACCTTGATGCTAAGCAAATACCATATCTTCAAGAAAAAGCCTACTCC 

AGTGTTTAAGAAGAAGGGAACGATTTACTAGATCATGCTATACGCAGTAAGGTTCTGATA 

GTTAATTACAATCGGTCCAAGTTCTAAGCGGTGTCGTCCATGCATATATCATTTACAAGT 

TACTGGCGTCAACTCTTCAAATATTCAAAATATCACCTAATCAAACTTACTAACATTT^ 

CTTTTTTGTTTTCCTTCTTTTATAGATCGACGTTGCTGGTGGTAAGAAGGCT^ 

TTTTGTTCCAGTCCCATCTTTGGCTGGTTTCCACAAGGTTCAAACTAAGTTGACCCGTGA 

ATTGGAAAAGAAATTCCAAGACCGTCATGTCATCTTCTTGGCTGAAAGAAGAATCTTGCC 

AAAGCCATCTAGAACATCTAGACAAGTCCAAAAGAGACCAAGATCCAGAACCTTGACTGC 

TGTTCATGACAAGATCTTGGAAGACTTAGTCTTCCCAACTGAAATCGTTGGTAAGAGAGT 

TAGATATTTGGTQ?GGTGGTAACAAGATCCAAAAGGTTTTGTTAGACTCAAAGGATGTCCA 

ACAAATCGACTACAAATTGGAATCTTTCCAAGCTGTTTACAACAAATTGACTGGTAAGCA 

AATTGTTTTCGAAATTCCAAGTGAAACTCATTAG 

YOR096W, 190 aa (SEQ ID NO 260) 

MSAPQAKILSQAPTELELQVAQAFVELENSSPELKAELRPLQFKSIREIDVAGGKKALAI 
FVPWSLAGFHKVQTKLTRELEKKFQDRHVIFLAERRILPKPSRTSRQVQKRPRSRTLTA 
VHDKILEDLWPTEIVGKRVRYLVGGNKIQKVLIJ3SKDVQQIDYKLESFQAVYNKLTGKQ 
IVFEIPSETH 

YOR248W, 803 bp, CDS: 501-803 (SEQ ID NO 261) 
ACCCAl"rTmCAAATTTTTTTTGCTATTTGAGCCATAGTACC(^ 

TCACTCTCACCTTAGTCGTTCTTTATCAACCAAAAATAAAAAAATGCTTCAATCCGTTC 

CTTTTTCGCTCTTTTAACCTTCGCAAGTTCTGTGTCAGCGATTTATTCAAACAATACTGT 

TTCTACAACTACCACTTTAGCGCCCAGCTACTCCTTGGTGCCCCAAGAGACTACCATATC 

GTACGCCGACGACACCy^CTACCTTTTTTGTCACCTCAACGGTCTACTCCACGAGCTGGTT 

CACCTCy^CTTCAGCCACCATTACCAATGCGGCCTCCTCCTCCTTGTCCACCTCTTCGGC 

CTCTGGATCTGTAACCCCAGAATCCACCCATGAAATTACCTCCACCTCGACTATCACGTC 

CACTTTGCTGCTAACCCTTCATGACTCCACTACTTTGTCTCCATCATCTACTGCAGCAAG 

TGTCAGTGACGAAGATTCAAACAACAAAGATGCAAAGGTCAAGTCCTTTGAACAGGCTTC 

AACTTCCAATGGTTGCGTCCCAATCACAAAGTTTGTCACTGTCACCAATGAGCCCGTTAC 

CCAGTACGTTACAGTCACCCCAAATACGACTACACAATACGTTACTGTCACCGGTGCACC 

TTCTGTTACCACTACCTCTCCAGGTAACGTACa^TGGTACAACACCa^CTTCGATTACTAA 

TTCGACCAGTTGGTGAATTATGA 

YOR248W, 100 aa (SEQ ID NO 262) 

MTPLLCLHHLLQQVSVTKIQTTKMQRSSPLNRLQLPMVASQSQSLSLSPMSPLPSTLQSP 
QIRLHNTLLSPVHLLLPLPLQVTYNGTTPLRLLIRPVGEL 

YOR293W, 1255 bp, exonl : 501-552, intronl: 553-989, exon2 : 
990-1255 (SEQ ID NO 263) 

AACTTTCGAAATATATACTCTGAGTTCTTGCTCCCCGTTTTGTAOSATGTTCCTAATG^ 
AACACACGTCCTTTAAAGATCCCCTGATAGGTTTCATTAAAGGCAACTTCCATACACGTT 
GAAGTGCCAATTTTTTCCCTACATCCAAGCATTCTGGGTTTGTATGGGTGTTACACCGGT 
TTTTCTTTTTTATTTCCAGAGAAGTACyVATTTTAGGCGGGTTTCAAATTTCCCCTGTGTC 
CGAGAAACGCTCCGGTACGCCTAGGCTCACTCCGGTCCTTCTCCCCATTTCTATCAGCGC 
GATAGGCATACTGTGGGAGAGCGGCACTAGGGAGACCGGTGGGAAGCACCGTATCTAGTA 
ACGCACGCTCTTTTGCAAAAATATCCATTAATTGCATGTAACTTAGATTAACACTGGTAT 
TAAGATTTCGCAATTTTGGGCTGGATTATTAAGGTCGAGTAGCAAAGTTTAGCAAGAACA 
GTACGAACTAAGTAGCCAAGATGTTGATGCCAAAGGAAGACAGAAACAAGATCCACCAAT 
ACTTATTCCAAGGTATGTTTTAGAATAACTTTCAGAAAGCATGAAGATACACGGAAAGTC 
AAGCGAGGGAAGTTATGCGTATACACAGTAGCGGTAGTGTGCATTCACATACACGATGTT 
TCAAACACACAGATGGATACCATGCATATGAGGTTAAAGGATTTCTTATGAATATATTAG 
TGGATTACATAGAAGAAATTACAAGGAACCGTGTGACGACATTTTCGAAAGGACAGCACA 
AGGCCATCGACCCTGGAGACGTATGAAATATGGTATACGTCCTATATTTGGGCAAGAAAA 
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CGGTAAAACTGTTTTACGCGGAGATCCAACTTTTGATCCTTACCGAGTACCACGAATCAT 
CTATATGATCTTTTTACTAACTTATCTTCAATTTCAACGGAGAGATGTAAACATCATTCT 
CTCCTATGATAATTTCTTTTTTTATACAGAAGGTGTTGTTGTCGCCAAGAAGGATTTCAA 
CCAAGCCAAGCACGAAGAAATTGACACCAAGAACTTGTATGTCATTAAGGCTTTACAATC 
CTTGACTTCTAAGGGTTACGTCAAGACTCAATTCTCATGGCAATACTACTACTACACCTT 
GACTGAAGAAGGTGTTGAATACTTGAGAGAATACTTGAACTTGCCAGAACACATTGTTCC 
AGGTACCTACATTCAAGAAAGAAACCCAACTCAAAGACCACAAAGAAGATATTAA 

YOR293W, 105 aa (SEQ ID NO 264) 

MLMPKEDRNKIHQYLFQEGVWAKKDFNQAKHEEIDTKNLYVIKALQSLTSKGYVKTQFS 
WQYYYYTLTEEGVEYLREYLNLPEHIVPGTYIQERNPTQRPQRRY 

YOR312C, 1432 bp, exonl: 501-507, intronl: 508-914, exon2 : 
915-1432 (SEQ ID NO 265) 

TATTTACAAGCTAGATAAAAAAAAAATCAAATAGCy^GCTATTCTGTCATATCTTAAGGT 
GCTGATTGTTTGTAGGCACGAAGTAAAC^AGCTCTTCCCaU^CAATAAATACGGTTTT 
CGGGACTGTTCACCCGTACATTTTACGTTTCCGACGGCGCGATGCTATCTTTGAATTT^ 
ATCTCTTTCAGGTAACCCCATGACCAGTAGGGCGGCTTACTACCGAAGAGAAAAATGTCC 
GCGGCCTAGACAGTTACTTCCCAGGCCAGGGCCAGGCCACACGGACAGAGGCAGATTCCA 
AGTTGTTCCGCATAGTCTGTCTAGCTCTTTCTCAATTTTCCGCCAGATTCTGTCTAATTT 
CTTTCCGCTCGAGTTGGCAACAGTACGAAGAAGTAACTCTAATAGATAGATATAACCGTT 
TTTGAGGGCATTATTTTTGCAGAAGATAATAGAAGAGAACCGTAACAAAGGAATCAAGCA 
AAGAAAAAGTATGTAATAGAATGTATTGTATGCTTGTGGAATGAATGTCAATGTAGCTAT 
TTTATATGGTGAGCTCAAATTGAATGAACATATCGTGGAAATTTAAAATACTGAAGAATA 
CCCAATAAGTCAATGCAACCTGTGAATGTTTTTCCTGAAATACGCCGAATACTGAATACG 
ATOATTACCATAAATTGCTTCTAGAAGGAAGGCGGTGTACCATTTAATACTGATGATATG 
GTTAATATCATTTGAGAAGTCTTCy^CATGAGGACTATAGAACTACCATCCAGGAATTATA 
GAGGAAATTAACTCAATCAGAGATCTATTTTGAAACATTCy^TTTACATGTAATTGTCT^ 
AATAAAGCAATATTTTTGAAATATGO^GTTTACTAACAAGAATAAATTCTTTTT^ 

TGAATCCGTTCCAGAACCAAAGTTGTTCAGAATGAGAATTTTTGCTTCAAATGAAGTCAT 
CGCCAAGTCTCGTTACTGGTATTTCTTGCAAAAATTGCACAAGGTTAAGAAGGCTTCTGG 
TGAAATTGTTTCCATCAACCAAATCAACGAAGCTCACCCAACCAAGGTCAAGAACTTCGG 
TGTTTGGGTTAGATACGATTCCAGATCTGGTACTCACAACATGTACAAGGAAATCAGAGA 
CGTATCCAGAGTTGCTGCCGTCGAAACCTTATACCAAGACATGGCTGCTAGACACAGAGC 
TAGATTTAGATCTATTCACATCTTGAAGGTTGCTGAAATTGAAAAGACTGCTGATGTCAA 
GAGACAATACGTCAAGCAATTCTTGACCAAGGATTTAAAATTCCCATTACCTCACAGAGT 
CCAAAAATCTACCAAGACTTTCTCTTACAAGAGACCATCAACCTTCTACTAA 

YOR312C, 174 aa (SEQ ID NO 266) 

MYLAHFKEYQVIGRRLPTESVPEPKLFRMIIFASNEVIAKSRYWYFLQKLHKVKKASGEI 
VSINQINEAHPTKVKNFGVWVRYDSRSGTHNMYKEIRDVSRVAAVETLYQDMAARHRARF 
RSIHILKVAEIEKTADVKRQYVKQFLTKDLKFPLPHRVQKSTKTFSYKRPSTFY 

YOR369C, 932 bp, CDS: 501-932 (SEQ ID NO 267) 

CTTCTTACAAGTTAATGAATAGTATATATATGTAAAAAAAAATTCTGCTTCATGTATATA 
CGCACCTCGTTATTGAGGTATTGCGAATGTAGCAGTTGAATAAGCAAAGACGAGGTTTGT 
ACATCTTGGCATATTAAATGGTTATTTCGGGGTTTGTTTCGGCTCAACGGTGATATAAAA 
AGAAATCCAGTACTGTTTACCATTGTGCATCCGTACATTTGATTTGTTTACAACATCTTC 
ACATTTCCATTGTGGAATCATTTTATTTTTTTCAGAATACCTTACCCGCAAGCAAACTTT 
CAAGCAAACTTACAATTTGCAAAATTTCATCGAATTCTCCGCAGGACATATTATAAAAGT 
TATGTCATCTCTTATCACy^CAGGTCTATAAGTGTTCCTTGTTCAATTGTTTTTCCCAAT 
TCAAAACTCTTCACGGAGCAGTTTAATTATCTTACTGTCGAAGAAGTCAAAAACTAGACT 
ATATATTATTGAGAAGAAAAATGTCTGACGTTGAAGAAGTCGTTGAAGTTCAAGAAGAAA 
CTGTTGTTGAACAAACTGCCGAAGTTACTATCGAAGATGCTTTGAAGGTTGTTTTGAGAA 
CCGCTTTGGTTCACGATGGTCTAGCTAGAGGTTTGAGAGAATCTACCAAGGCTTTAACCA 
GAGGTGAAGCTTTATTGGTTGTTTTGGTCAGCTCTGTTACTGAAGCTAACATTATCAAGT 
TGGTTGAAGGTTTGGCTAACGACCCAGAAAACAAGGTTCCATT6ATCAAGGTTGCTGAT6 
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CTAAGC^U^TTAGGTGAATGGGCTGGTTTGGGTAAGATCGACCGTGAAGGTAACGCCAGAA 

AGGTTGTCGGTGCCTCCGTTGTTGTTGTCAAGAACTGGGGTGCTGAAACTGATGAATTC 

CCATGATCATGGAACACTTCTCCCAACAATAA 

yOR369C, 143 aa (SEQ ID NO 268) 

MSDVEEVVWQEETVVEQTAEVTIEDALKVVLRTALVHDGLARGLRESTKALTRGEALLV 
VLVSSVTEANIIKLVEGLANDPENKVPLIKVADAKQLGEWAGLGKIDREGNARKVVGASV 
WVKNWGAETDELSMIMEHFSQQ 

yPL047W, 800 bp, CDS: 501-800 (SEQ ID NO 269) 

GGTTAGGGGCCAAGATTACGTTCCAGCTTTCGATGTCGCACCAGATTGGGAATCTTACGA 
CTATGCAAAGTTGGATCCAACTAACGACGACGACAAAGAATTCATCAATAACATGTGGGC 
CTGGGATAAGCCAGTTTCCGTCAATGGCGAACCAAAGGAAATTGTTGACGGTAAGGTCTT 
AAAATAATCTCTTCGTACTATCCTTCATGTCGCCTTTTATTATAAAGTATGCTAGGTAGT 
TTTATCTATATCTTATTTATGACGCAATATAGGGTAACAGAGTTTTTCTGCTCTGAAACT 
TCCGCAGAAAAAAAATCAAGTTTTCCTTTTCGTATCTTGGATTATTGTTATATAATAGAT 
GCATGTATTATATGTATAGCAGTGATTTGCTTATTTTCTTGATTCTGAGGAATCGAAGAA 
GTAACTTAGCGTTTCTTCCGTTGAGCAGAGCAGTATAATAATCCTTCAAATTCTTTAGGT 
TACGGGGTTTTCCTGTTGCGATGACCGAAGAAACTATTACTATAGATTCTATTTCAAATG 
GGATACTGAATAACCTGTTAACCACATTGATCCAGGACATTGTAGCTCGGGAAACCACTC 
AACAAC?^TTGCTGAAGACAAGATATCCGGATCTTCGCAGTTATTATTTCGACCCGAACG 
GATCTCTCGATATTAATGGACTACAGAAGCAACAAGAGTCCTCTCAGTATATTCACTGTG 
AGAATTGTGGCAGGGATGTGTCCGCAAACAGACTAGCAGCTCATTTACAGAGATGTTTGA 
GTAGGGGTGCTAGACGTTGA 

YPL047W, 99 aa (SEQ ID NO 270) 

MTEETITIDSISNGILNNLLTTLIQDIVARETTQQQLLKTRYPDLRSYYFDPNGSLDING 
LQKQQESSQYIHCENCGRDVSANRLAAHLQRCLSR6ARR 

YPL090C, 1605 bp, exonl : 501-506, intronl : 507-900, exon2 : 
901-1605 (SEQ ID NO 271) 

GTAAGCAGAAGCCGGAAGAAGACAAGAGGTTCATTCAGAGAAAACATCCGTACATTCGAG 

TTCTCATTGAACCCATACATTTCAACTATTTTTACATAGTTCGTTTTTCATGTGTAAAAT 

TGTCATCGACGCGCCGGAGCATCGGAAAGTTGGAACGTGCGCGATTGCACCAATCCCACT 

GGGGCCGTGCATTCTGTAGGCAGGAAGCCACTGGACACTCTGCCCGTTCCCACTTGGAAG 

ATTGGCGTAATTCCACGCTCCTCTATCGATTCTAGCGGGAAAGTTATCTCTCCTGGTAAG 

CGTTGGAGGAATGCCGCTACCTAGGTAAGTCTACTGGGTGGGAATTCCAGTACCGACGTC 

TAGGAACATCATGATGCTGCAGTTTCTTTGAAATTTCATATACAGTGTTACCAAGGATAA 

AGTGGTTAATGCTTATTCGTCATTGAATTTTTATATTTGCTTAAGAGAAGTGACAAAAGA 

GTGAAGACAGACTATACATCATGAAGGTATGATTTATGATACTATTATTGAGGGGCAACA 

GAGAACTTTATATGTGGAAAAATGGCATGAAAGTTTGAAAGTGAGAAAGAACTAAACAGA 

ACCAGACGTCGTAAAGATTTTAGAAATTTTTTATGGAAAGAAGCAGGAAGACTACCATAT 

ACTAATTGATGCGTTTGTGGCGTTATTTTTAAACAAACAGAGCGGGTTTACATATACTGT 

TACTACAAACCGTGAAATTGAAGCAGTTCATATACTTGGAGTATAGTCAATAAAAGACAA 

GCTTTTTCATCTTCCACTTAATAATTTCTCTAGAGTAATAAACTTCACCCTATTC^^ 

TTAATTTTGCAATAGTATACTAACAAATTTTCTTAATAACCTGTTGAAAATTTAAAATAG 

TTGAACATTTCTTACCCAGTTAACGGGTCTCAAAAGACCTTCGAAATTGATGATGAACAC 

CGTATTCGTGTTTTCTTCGACAAGAGAATCGGTCAAGAAGTCGATGGTGAAGCCGTTGGT 

GACGAATTCAAGGGTTACGTCTTCAAGATCTCTGGTGGTAACGACAAACAAGGTTTCCCA 

ATGAAGCAAGGTGTTTTGTTGCCAACTAGAATCAAGTTGTTGTTGACCAAGAACGTTTC 

TGTTACAGACCAAGACGTGATGGTGAAAGAAAGAGAAA6TCCGTCAGAGGTGCCATTGTT 

GGTCCAGATTTGGCTGTCTTGGCTTTGGTCATTGTCAAGAAGGGTGAGCAAGAATT^ 

GGTCTAACTGACACTACTGTTCCAAAGAGATTGGGTCCAAAGAGAGCTAACAACATCAGA 

AAGTTCTTCGGTTTGTCCAAGGAAGATGACGTTCGTGATTTCGTCATCAGAAGAGAAGTC 

ACCAAGGGTGAAAAGACTTACACCAAGGCTCCAAAGATCCAAAGATTGGTTACTCCTCAA 

AGATTGCAAAGAAAGAGACACCAAAGAGCTTTGAAGGTCAGAAACGCTCAAGCTCAAAGA 

GAAGCTGCTGCCGAATACGCTCAATTGTTGGCTAAGAGATTGTCTGAAAGAAAGGCTGAG 

AAGGCTGAAATCAGAAAGAGAAGAGCTTCTTCTTTGAAGGCTTAA 
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YPL090C, 236 aa (SEQ ID NO 272) 

MKLNISYPVNGSQKTFEIDDEHRIRVFFDKRIGQEVDGEAVGDEFKGYVFKISGGNDKQG 
FPMKQGVLLPTRIKLLLTKNVSCYRPRRDGERKRKSVRGAIVGPDLAVLALVIVKKGEQE 
LEGLTDTTVPKRLGPKRANNIRKFFGLSKEDDViaDFVIRREVTKGEKTYTKl^M 
PQRLQRKRHQRALKVRNAQAQREAAAEYAQLLAKRLSERKAEKAEIRKRRASSLKA 

YPL137C, 4331 bp, CDS: 501-4331 (SEQ ID NO 273) 

GTCTCAGTGATGCAATCATCATGGCACGGGCATTAATTAAGGTTAAGGAACCACTTCTCT 

ACGCCATACTCCAAACAATAACAATATTAGACCTAGCCAATTGATACCCATGAGCGTGCA 

GTCATTGCCATGGATTATTCATCTCTTTTCGCTGTTCTCTTTCTTTTCAAGTTTGTCATC 

ATCATGCCTTCACTTTTGCCTTTCCATCTTTCTTTTTGCTGCAAAATAAAGGGAAGAGGG 

GTAAAAACGCAAGGAAGAACAAGAAGAAGAGGGTAGTGCAAGAAAAAGAAAAGAAGAAAA 

AAAAAAAAAAGTAATCTTGATACCGTGAGCAAATAAGCTAACGGAAAGCGTAAGAAAGAA 

GAGCGTGTTTTGGGAAATAACACCACAGCATAAAGCTAAAATTCAGTTTATATAATCTAT 

AGTAGTCCTATAGAAATTGCGAATAACGGAAACAATAGTCCACCAAAGCAAGCATAGGGA 

GTGGAGATAGCATCTAGGTTATGATAACTAACACCGAGTTCGATGTGCCCGTAGATTGGT 

TGTATAAAGGTAAGAGTAGACGGAAGACAAATACGAAGCCATCGAGGCCTTCTACGTCGC 

CAGCCTCCTCTTCATCTACGTCCTCTTCGAAAAACGGAGACAATAGCACGAGTGGTAACA 

GGTCTAGCAATGATAAGCCTCGTGCGAGGTCGTCATCTGTATCCAATGCAGCACTTTGTA 

ATACTGAGAAACCAGATTTGAAGAGGAACGATGGTAATACCTCTGCATCAGACACTGATA 

ACATACCGCTACTTACTCCTATTAATAGCGGTAACCGGAGCGATTCCGCTGACATTGATA 

ATCCGGCTACCGTAGACGCCATAGACCTTATAGATAATGATGACAACGGCTCAAGTACTC 

AATTTGTAAGGAAAAAACGTTCCACTTCTATATCCAATGCTGTGGTCTCGTCCAAACCAA 

GACTGGCCAGTTCTGCCATAAACGCCACCGCATCTTCTTCTGTTGGCAAGGGAAAGCACC 

CGCC^TTTCTTCACCATCTAATGCTACTCTCAAGAGAAGCAACTCGACTAGTGGAGAAA 

AGACTAAAAGGTCGATTTTTGGATCTTTGTTTAGCAAACGGTCTACCTCTTCTTCAGCTT 

ccactgccaagaaaccattacctgttgttaatactagcacgactgagaatgagtctggtg 

gcattaaagcagttgcgactcctgatccacgggtgaaggagatatcatcaccaatgagag 

gagtggcaccaacagctagcaagccacagacacctatactcccctcccct6cacttgcag 

taaaagacctatctaca6tttcattgaaaagggtctcgtttgccgtcgataaattcgaat 

ccgatcctccccaacaacttccttcaagaaccccaaaaaagggaaacatccttatccctg 

atgacatgataagcgaggttccttctatttccgtgggtatttccagtagcaaccaatcgg 

ccaagtcaaccaattccaacattaagggaccgttgtacactaagaagtctaaagaatata 

tactcgccctggaaaatcaaaagttggctttaagggaggctgctaagcatcagcaagaag 

ctcattttgctgctaatagaatagcctttgaagtagccaattttaagactgcttcggatg 

caggcggtaagcttactgaaaagtcatcagaaggcaccattacgaagcaaagagaagagg 

tgtcacctccaaatgttgaagctgatcgggagcttgagaataataaacttgcagaaaacc 

tctcaaaagccggcattgataagcccattcatatgcatgagcactatttcaaggaacctg 

atcaagataagtaccaagacggtcattctattgaaaataacgaagttacgctggatgtta 

tttacacaagatgctgcxiatttaagggaaattttacccattccgtctaccctaagacaag 

taaaggacaa6acagctcccttgcaaatattgaagtttttgaaccctaagcctaccttga 

tcgatattctttccttttgtgatttcatcaccattgctcccattcacacgattgt^^ 

acaatgtagctttaaaccy^ggatatgttcagaataattatttctgctttggtaaactcca 

cagttttggacaaattgagtttaagaaatgtacgaatcgaccaagatggatggaaattac 

tatgtaagttccttttgctaaacaaatcactgaacaagctcgacatttcccaaacgaaaa 

tcaaatctgaccttgctgaatcactatatcgccataacatggattggaacttgtttactg 

acgtcttgtctcagagatctcacaaacctatagaagaattgttattcaatggtattcaat 

ttagcaaaattccttactcatgctttgcacg1ttactgacatcctttgctacccaaaaaa 

actttccagaatcgggcatcaggcttggtttagcaggtgccactacttccaatatctctc 

aggattgtctgaaatttatcttcaattggatgtctcaatataacgtccagggtgtggatc 

tagcgtttaatgatctgtccactatgattaagccaatggttggtaaactatctgctctat 

catatgataacttaagatatttcattttgaacagcactaatatttcgacttcttatgatt 

atttgtcgcaatgctttcctgacattttaccctacatgtacL^gtaS^S 

cgaacctgaagaggatacatttggatagc7ataatttgacattaaaggaactagctgtcg 

tttgtaatattttgattaagtgcaaatcgctctcgcatgtgtcaatgactaatcaaaacg 

ttgaaaacttctatctaatgaacggcacagattctcccgttcaacaaactaacacagacg 

gcgacttggatagttcgagcacattggacgttaagggccaatttgctaaaaatagttttt 
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CATCCACACTTTACGCATTTGCTAGAGACTCTCCAAACTTGATTGGTTTAGATTTTGACT 

ATGATTTGATATCAGAAGAGATTCAATCAAGAATAGCACTGTGCTTGATGAGAAATATGA 

AACGGACCATGGATTCGACTTTCCAGTTAGATGAATT6GATTCGCAAGATGATTTGCTAT 

TCGATGGCTCTTTAGTAACTATGACCGCTGAAAGTGTTTTAGAAAAACTGAACTTGTTAA 

GCGATAAGAGTACAAAGGTCAAAAAAGACACCACGAAGAGATATTTGCTGAAAAAATATA 

TTGAAAAGTTCCATATCTTGCACCATAATGTTCAGCATACa^TAGATACTATGTTCGAAA 

AAAGGAAATCAGGTGAATTGCCATTGCAAGAAAAAGAAAACCTTGTAAGATTACTCCTTT 

TGGAAa^AAACTTATGCAATATACTAGAATTGTTTTCGCATAATCCGAATCTGAATGATG 

TCCTTGGATCCAGCAGGGATGATTCGAAGGAAAGTGTTGACTCCAGCGAAGATTCAT^T 

TACCAGCATTGAAGCACGTTGAATCCGGATACCATGTTCCCGAAGAAAAAATACAACCTG 

AGAATGATGTAATTACAGCAAGACCACATTTAATGGCCACCGATTCTGGTAAAACTATTG 

ACGTTTTCACAGGCAAACCATTGGTGTTCAAGCATACATCATCTAGTACTTCTGTAGGl^ 

GTAAAAAGCAGGAAGAAGAAGAAGGTGAACTACATAAATGGGGTTTCTTCGTTCAGCAGC 

AGAGGTCTTTATACCCTGAAAATGAATCAACAAGGCAGACACCTTTTGCATCAGGTGATA 

CGCCTATCAACACAGAAACAGCTGGTAAGTCAACTTCATCTCCTTCAGTTTCAACTTCTA 

ACAATGAAACTGCTACCACTAGTTTATTTAGCCCAGCTAATCCTAAGATTTTACCAAAAA 

TTCCATCCGGTGCTGTCTTAAGATCGGCAATCATGAAGGCTAAAGGTATTGATTCTATCG 

ATGATTTGATTCAGAACGTTAACTCCAACAACATAGAATTGGAGAACATTTATGGTG^ 

CCATTCAGAATAGOKITTCGACATTTACACCAGGCKTGGATTCIXSATGTAT^ 

ATACCGATAAAGGATCCGTAGAAACATTGCCTGCAGTCTCAACTGACGACCCAAATTGTG 

AAGTCAAAGTCACTGCTACCTATGAO^AACTATTAAATAATTTGTCGATGGAGAGGTCAA 

TCAGACTTTGA 

yPL137C, 1276 aa (3EQ ID MO 274) 

MITNTEFDVPYDWLYKGKSRRKTNTKPSRPSTSPASSSSTSSSKNGDNSTSGNRSSKruKP 

RARSSSVSNAALCNTEKPDLKRNDGNTSASDTDNIPLLTPINSGNRSDSADIDNPATVDA 

IDLIDNDDNGSSTQFVRKKRSTSISNAWSSKPRLASSAINATASSSVGKGKHPPISSPS 

NATLKRSNSTSGEKTKRSIFGSLFSKRSTSSSASTAKKPLPWNTSTTENESGGIKAVAT 

PDPRVKEISSPMRGVAPTASKPQTPILPSPALAVKDLSTVSLKRVSFAVDKFESDPPQQL 

PSRTPKKGNILIPDDMISEVPSISVGISSSNQSAKSTNSNIKGPLYTKKSKEYILALENQ 

KLALREAAKHQQEAHFAANRIAFEVANFKTASDAGGKLTEKSSEGTITKQREEVSPPNVE 

ADRELENNKLAENLSKAGIDKPIHMHEHYFKEPDQDKYQDGHSIENNEVTLDVIYTRCCH 

LREILPIPSTLRQVKDKTAPLQILKFLNPKPTLIDILSFCDFITIAPIHTIVFDNVAIJJQ 

DMFRIIISALVNSTVLDKLSLRIWRIDQDGWKLLCKFLLIJmSLNKLDISQTKIKSDLAE 

SLYRHNMDWNLFTDVLSQRSHKPIEELLFNGIQFSKIPYSCFARLLTSFATQKNFPESGI 

RLGIAGATTSNISQDCLKFIFNWMSQYWQGVDLAFITOLSTMIKPMVGKLSALSYDNLRY 

FILNSTNISTSYDLALLLKYLSKLPNLIFLDLSNLSQCFPDILPYMYKYLPRFPNLKRIH 

LDSNNLTLKEIAWOIILIKCKSLSHVSMTNQNVENFYLMNGTDSPVQQTim)GD 

TLDVKGQFAKNSFSSTLYAFARDSPNLIGLDFDYDLISEEIQSRIALCLMRNMKRTMDST 

FQLDELDSQDDLLFIXSSLVTMTAESVLEKIjgLLSDKSTKVKKDTTKRYLLKKYIEKFHIL 

HHNVQHTIDTMFEKRKSGELPLQEKENLVRLLLLEQNLCMILELFSHNPNLNDVLGSSRD 

DSKESVDSSEDSKLPALKHVESGYHVPEEKIQPENDVITARPHLMATDSGKTIDVFTGKP 

LVFKHTSSSTSVGCKKQEEEEGELHKWGFFVQQQRSLYPENESTRQTPFASGI>TPINTET 

AGKSTSSPSVSTSNNETATTSLFSPANPKILPKIPSGAVLRSAIMKAKGIDSIDDLIQNV 

NSNNIELENIYGESIQNSASTFTPGVDSDVSAPNTDKGSVETLPAVSTDDPNCEVKNTTAT 

YDKLLNNLSMERSIRL 

YPL159C, 1262 bp, CDS: 501-1262 (SEQ ID NO 275) 

AAACAAAGCGATTTGAGTATTACGTTAAGATCTCCATTTGCTATGCTAAATCCTGCC^ 

TCy^CAGCATTATATCGCTACCAACAGGTGTGGTCa^GAGGTCATTGACTCTTCCTC 

GGTATGAAAATTTAAAAATATATAATAACATAAGTTTGCATTCATTAATATTAATATAAA 

TCAACGTATCAACCATAAGAACCATAATCATAATAATTGTTTACCTTAATGGCGATATCG 

CCTTTTATCACCATCGACGATAACAAACGCCTATTCTGTCTACCGTTTCTTTTTTTCGCT 

CGCAATATCAGAATCGTTTATCCCAAAGGGTAGTTATAGCAACTATTTAAATAACTTAGA 

TGTTTCTTTAACTTATTCCGTCATACGTACACAAACACCCGCTAGATATAGCACTCCTTG 

CTGTCGAACATTATAAAGGTGCTTTTAAAACTACTAATCGTATATTCAGCAGGTCAGAAC 

GCAAAGTCGGACGATAAACTATGTTGAAGCTAGCTCGTCCATTTATTCCGCCTTTATCAA 

GGAACAATGCCATTTCTTCAGGAATAGTTCTCACTTCTAGAAGATTTCAGTCTTC 
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CGTTCTTAAGTAACCAGTCTTTACTATCTAAAAATCAAATGAAATCCAAAAGAAAAAAGG 

GCAGTAAAAAGGCAGCGTACCATCGTCAACCCCCGGAACACGAACATACTGCACCACTTA 

TAAAGCAAAACAAGACAATCACAAAGAAAGAACATAGCGATGTGAGAGGTTCTCATTTAA 

AAAAGAAAAGAAGCGATTTTTCGTGGCTACCAAGAGTACCATCCACCTCACATTTAAAGC 

AGAGTGACATGACCACAAATGTACTCTATTCTGGATATAGACCCTTATTCATCAATCCCA 

ATGACCCGAAGCTAAAGGAAGACACCGGAAGTACGTTATACGAATTTGCGATGAAGCTTG 

AAGATTTAAATGAACCTCTATCACCATGGATTTCCTCTGCCACTGGACTTGAATTCTTTT 

CAGAGTGGGAGAATATACCTAGTGAACTACTGAAAAATTTGAAGCCTTTTCATCCACCTA 

AGGAAAAATCAATGAACAO^TGAGCTTATTCATGTAAGTGCTAAGAGAAATACATTAG 

TTGACAATAAAAa^iGTGAGACGCTTCa^GCGGAAAATGGATGAATriTCAAAGAGAA^ 

GAAAGGGGAGAAAAAAGTCAGTAGTGACGTTGCTCCAAATGAAGAAAAAACTTGAGGGAT 

GA 

YPL159C, 253 aa (SEQ ID NO 276) 

WLiKIARPFIPPLSFl^NAISSGIVLTSRI^QSSFTFLSNQSLLSKNQMKSKRKKGSKKAAY 
HRQPPEHEHTAPLIKQNKTITKKEHSDVRGSHLKKKRSDFSWLPRVPSTSHLKQSDMTTN 
VLYSGYRPLFINPNDPKLKEDTGSTLYEFAMKLEDLNEPLSPWISSATGLEFFSEWENIP 
SELLKNLKPFHPPKEKSMNTNELIHVSAKI^TLV13NKTSETLQRKMDEFSKRRGKGRKKS 
WTLLQMKKKLEG 

YPL175W, 1940 bp, exonl: 501-514, intronl: 515-568, exon2 : 
569-1940 (SEQ ID NO 277) 

ACGTTATTTTCAAAACACATACGAAATCGCTGGACTTTCTCACTAAAGGCTTCCGGAGCC 

TGCGGTTCTTCCATCCCCATCTCTTCCACATATACCGGGG6TTCTGATGGCATTCCTATA 

GCTTGCTCAAAGTCCTGCGAGTTTAGCTCATCTTGTGAGTTATTTGCTGGTTCTTCAACA 

TTCGGAAGAGTAGTGTAGCCCCTAGTATTCACCATATCCTTTGTATACTCATATGCGAAC 

TTGTCTAATACAATGTATACCAAAAATAACAGCTTGAAAAAAATCTCAGGGTCTTTTCAT 

TGAATAATCTCATTCTGCTATTTTAAGTTTTTCGTTTGCAACCCGAGACTGTCGAGCTAG 

AAAATTTCATTGATACGATTTAAAAATAATCGATGCCAGTAATAGCCTCAAAAAACTTAT 

GCAAAAATACGAGATACTATAAACTACAGCTTAGCTAACTCTAACATTATTATATAAAAC 

AATGGGCTTCAATATAGCGTATGTCTAGCTCACAGCATGTGTTCCAAATACATTAAAGAA 

GATCTCTTTTGTTGTTGATACTAACCAGTAAAGTTGAGAGTTATAACAAT6AAAATAGGA 

TGCTGTGCGACTTTTTTTATCCACAGTTAGGTGGAGTCGAATTCCATATATATCATTTAT 

CGCAGAAACTAATCGATTTGGGCCATTCTGTCGTCATTATAACTCACGCTTACAAAGATC 

GAGTCGGCGTACGACATCTTACCAACGGTCTAAAGGTCTATCACGTACCATTTTTTGTGA 

TTTTCAGA6AAACCACTTTCCCCACTGTTTTTTCAACATTTCCAATAATAAGGAA 

TTCTCAGAGAGCAGATCCAAATTGTTCATTCTCATGGTAGCGCTTCCACGTTCGCTCACG 

AGGGAATTCTTCATGCTAATACTATGGGATTGAGAACTGTGTTCACGGACCATTCACTCT 

ACGGTTTTAATAACTTAACGTCGATTTGGGTGAATAAGTTGCTAACATTTACCTTGACAA 

ACATAGATCGGGTTATATGTGTTTCTAATACATGCAAAGAAAATATGATTGTTAGAACAG 

AATTAAGTCCTGATATAATCTCAGTAATTCCCAACGCAGTGGTGAGCGAAGATTTCAAAC 

CAAGGGATCCTACTGGTGGCACCAAGAGAAAACAAAGTAGGGATAAGATAGTGATCGTGG 

TCATCGGAAGGCTCTTTCCAAACAAAGGGTCCGATTTACTTACTCGCATAATTCCGAAAG 

TTTGTTCCTCACATGAAGATGTCGAATTTATAGTAGCGGGCGATGGTCCAAAGTTCATAG 

ATTTTCAACAAATGArrGAAAGTCATAGACTACAAAAACGTCTGCAACTCTTAGGCTCTC 

TTCCACATGAGAAAGTCAGGGATGTATTATGTCAAGGTGACATATATTTACACGCTAGTT 

TAACAGAAGCATTTGGTACAATTCTAGTTGAGGCCGCATCTTGTAATTTGCTAATTGTAA 

CGACACAAGTCGGAGGAATTCCCGAAGTGTTACCAAATGAGATGACTGTTTATGCAGAAC 

AGACATCCGTTTCTGACCTTGTTCAAGCAACAAATAAAGCTATCAATATCATAAGAAGTA 

AAGCTTTGGACACTTCCTCTTTTCATGATAGCGTGTCTAAAATGTACGACTGGATGGACG 

TAGCCAAAAGGACAGTAGAGATATATACTAATATATCTTCTACTTCTTCCGCTGATGATA 

AAGATTGGATGAAAATGGTAGCAAATCTTTACAAAAGAGATGGAATCTGGGCTAAACATC 

TTTATCTGTTATGTGGAATTGTAGAGTACATGCTTTTTTTCCTCTTAGAGTGGCTATACC 

CCAGGGATGAAATCGATCTAGCTCCAAAATGGCCCAAGAAAACAGTGTCTAACGAGACGA 

AGGAAGCAAGAGAAACTTAA 

YPL175W, 461 aa (SEQ ID NO 278) 

MSSSHKVESYNNENRMLCDFFYPQLGGVEFHIYHLSQKLIDLGHSVVIITHAYKDRVGVR 
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HLTNGLK\rniVPFFVIFRETTFPTVFSTFPIIRNILLREQIQIVHSHGSASTFAHEGILH 

iaraiGLRTVFTDHSLYGFNNLTSIWVNKLLTFTLTNIDRVICVSlTrcKE^ 

IISVIPNAWSEDFKPRDPTGGTKRKQSRDKIVIWIGRLFPNKGSDLLTRIIPKVCSSH 

EDVEFIVAGDGPKFIDFQQMIESHRLQKRVQLLGSVPHEKVRDVLCQGDIYLHASLTEAF 

GTILVEAASC^^^LIVTTQVGGIPEVLPNEMTVYAEQTSVSDLVQATNKAINIIRSKALDT 

SSFHDSVSKMYDWMDVAKRTVEIYTNISSTSSADDKDWMKiy^^ 

GIVEYMLFFLLEWLYPRDEIDLAPKWPKKTVSNETKEARET 

YPL180W, 2900 bp, CDS: 501-2900 (SEQ ID NO 279) 

CTCAATGGGAATTGAGTGAAGATCAGTCTGATCGAGAGGAATTTGTACGATTCGTGGAAA 

ACCAGCATTTCGTAGAAAAAGTTGATACGATTTACAACGGTTATAATGAAAGTCTATCAA 

TGATGGACGACCTGACTAGAGAGTTACTACTATGGGAGAAAAAATATTCAAATAACACTA 

ATGCCATTCAATAAACGCAAAACACTGCAATATTATTCTCAACCAAAGTATAACTGTAAT 

GAG6CGAACAAACACATCTATACATATATATACATCTATATGGATATAAAAACGACTAAT 

TCAACGTTGTTTTTATCAACCGAGCTTACTCTTGTACGGGTAACCGCAAGGATAGCTAGT 

TGCGGATGGTATAGCGATTTGGCTGGCAOSATGATTAAGGAATCCAAACATCTAATGGA 

TAGCACATTCTATCGATTTACGGGTCAGGTAAACATAGATATTGGGATATATCATATATC 

CTTACTGAGTAACTATAATTATGGTTCATCGAGGAAGGACTTTGAA6TCAGACACTGATG 

TAACATCTCTTAATGCGTCAACAGTATCACACCAGTCAAAGCCATTTAGACAGTTTTCGA 

CTAGGTCGAGAGCAAAGAGTAACGCAAGCTTCAAAGGTTTGCGTAGAGTTTTAACACATG 

ATGGCACCCTGGATAATGATTATTTTAATAAGCACAACGTTTCTCAGAAATGCAAGAGTT 

CTGATGCACTTTTCAGAAAGCGAACGATTAGTGGGTTGAATATGACAGCTTTAACAAGAG 

TAAAGTCCAATCAAGGAAAAAGATCAGCATCCTTTCATAGTCCGGTGCATAATACGCTGC 

TCAGTCCAAAGAACAGCAGTCATTCTAATACTGGAACTGCTGGTTTCGGCCTGAAACCAC 

GAAGAAGTAAAAGTACCCAATCTGTTCTGAGTCTTCGAGATGCGCAAGAATCTAAAAAGA 

GTGAATCTACTACTGACGAGGAGGTGGAATGTTTTTCGGAAGACAACATTGAAGATGGAA 

AGGTGAATAATGATAAAGTAATAGCCGAGCATGTTATGCCTGAAGAAAAAAAGAATGTGC 

AGCAATTAAATCAGAATGAATTAOIATCCCCGGATTCAATAGATGAACAAGAAGAAGATA 

AATCAGGTACTGATGGAAAGGAAAATCATAGAGCTGTATCCTTACCATTACCTCATTTAT 

CTTCCAATAACTATTTCGGAGAATCAAGCCATTCTATAGAACATCAGAAAGATGGAGAAA 

CATCTCCAAGCTCAATTGAAACAAAACTGAATGCAACAAGTGTAATCAATGAAGAGGGGC 

AATCAAAGGTGACGAAGGAAGCTGATATTGATGACTTGTCCAGCCATTCTCAAAATTTGA 

GGGCCTCATTGGTTAAAGCGGGCGATAATATATCAGAAGCACCATATGATAAAGAAAAAA 

AAATTCTTGATGTTGGTAATACCTTAGCTGCACATAAAAGTAATCAAAAACCAAGTCATT 

CAGATGAACAGTTTGATCAGGAAGATCACATTGATGCCCCTAGGAGTAATTCATCAAGAA 

AAAGCGACTCGAGCTTTATGTCTCTTAGGAGACAAAGTTCTAAACAACACAAATTATTAA 

ACGAAGAAGAAGATCTAATCAAGCCTGATGATATTTCTTCCGCTGGTACCAAGGATATTG 

AAGGGCATAGCTTACTGGAAAATTATGCGCCTAATATGATTCTCTCCCAGTCGACTGGAG 

TTGAACGTAGATTTGAAAATTCy\TCATCCATCCAAAATTCGCTTGGGAATGA^ 

ACTCGGGTGAGCATATGGCTTCAGGT6ATACTTTTAATGAACTGGATGATGGCAAATTGC 

GCAAGAGCAAGAAAAATGGTGGAAGATCTCAACTTGGCCAAAATATACCGAACTCTCAGT 

CTACTTTCCCCACCATTGCTAACATCGGTAGTAAAGATAATAATGTACCACAGCACAACT 

TTTCGACCTCCATATCGAGTTTAACCAATAATTTGAGGAGAGCTGCTCCTGAAAGCTTCC 

ATGGTTCAAGAATGAATAATATTTTTCACAAGAAAGGTAATCAGAATCTACTTCTGAGAT 

CCAACGATCTCAACAAAAATTCTGCAGCCCCGGCCTCTCCATTGTCCAACGAACATATTA 

CATCTAGTACGAACTCCGGTAGCGATGCAAACAGACAATCCAACTCAGGTGCCAAATTTA 

ATAGCTTCGCCCAGTTCCTTAAATCAGATGGGATTGATGCAGAATCAAGAACACAAAGAA 

AATTATGGTTGCAGAGGGAGAATTCTATTATGGACTTAAGTTCACAAAATGACGGTAGTG 

ACTCTATCTTTATGGCAGGAAACATTGATGCGAAAAGGGAGTTTGAGAGAATATCC^ 

AATACTCTAATGTAAAAAGATTTTACAACCCATTAGATGAAGCATTGTTGAGAGTACAAC 

CTATAATAACGGGAAATGCAAATAATATCAGGAAAAAAAGCCATAACGATGCTCAGTC7A 

TCGCACATTCTAGCAGTGATACAGATCATAAGGATGAGGACGATTTGCTCTTTACTAACT 

ATGACAAAAAATTTGATGATCTTTATCCACATCTTGCy^GTGCAAAGATTCAGGCAGTGT 

TGTCCGGTATATGGAAAAGCGAAAGTTACTTATTTAACAAGGATGTTAATCCAATCAACA 

AGAATAGGACAACGAGTACAAACCACAGCGTTGGCCACACTGCTTCACAGAATGCACGTA 

ACTTGCTGAGGGGCCCGATGGGTTCCAGCACGACTTTGCACCACCAACGCGTCATTAACT 

CTCTGCAGCCGACTACGAGGGCAGTGAATCGCAGGATGGAAAATGTGGGCTACATGCATA 

CACAGCCACAACAAAGGTGA 
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YPL180W, 799 aa (SEQ ID NO 280) 

MVHRGRTLKSDTDVTSLNASTVSHQSKPFRQFSTRSRAKSNASFKGLRRVLTHDGTLDND 
yF^^a^WSQKCKSSDALFRKRTISGLNMTALTRVKSNQGKRSASFHSPVHNTLLSPKNSS 
HSNTCTAGFGLKPRRSKSTQSVLSLRDAQESKKSESTTDEEVECFSEDNIEDGKVNNDKV 
lAEHVMPEEKKNVQQLNQNELQSPDSIDEQEEDKSGTDGKENHRAVSLPLPHLSSNNYFG 
ESSHSIEHQKDGETSPSSIETKLNATSVINEEGQSKVTKEADIDDLSSHSQNLRASLVKA 
GDNISEAPYDKEKKILDVGNTLAAHKSNQKPSHSDEQFDQEDHIDAPRSNSSRKSDSSFM 
SLRRQSSKQHKLLNEEEDLIKPDDISSAGTKDIEGHSLLENYAPNMILSQSTGVERRFEN 
SSSIQNSLGNEIHDSGEHMASGDTFNELDDGKLRKSKKNGGRSQLGQNIPNSQSTFPTIA 
NIGSKDNNVPQPJNFSTSISSLTNNLRRAAPESFHGSRMNNIFHKKGNQNLLLRSNDLNKN 
SAAPASPLSNEHITSSTNSGSDANRQSNSGAKFNSFAQFLKSDGIDAESRTQRKLWLQRE 
NSIMDLSSQNDGSDSIFMAGNIDAKREFERISHEYSNVKRFYNPLDEALLRVQPIITGNA 
NNIRKKSHNDAQSIAHSSSDTDHKDEDDLLFTNYDKKFDDLYPHLASAKIQAVLSGIWKS 
ESYLFNKDVNPINKNRTTSTNHSVGHTASQNARNLLRGPMGSSTTLHHQRVINSLQPTTR 
AVNRRMENVGYMHTQPQQR 

YPL218W, 1212 bp, exonl : 501-528, intronl: 529-667, exon2 : 
668-1212 (SEQ ID NO 281) 

TGATACAAGACAGGCATTAG6AAACACATGAGTTTTGCATATGTATTATGCAGGTTCATT 

TGTTCCrrCCCTTATTTCTTTTCATAGTATTTATTTTTATTTAT^ 

GGATTTTATTTTATTTCTTTTTTAATGCTAAGAAAGTAATTCCGCATAATTAAACGTC 

CTGGCCTCGATAGGTACCTATAGTATACAGAAGCTTAC6AAAAGCTCCTGCAGGATGGCA 

CTTCTAAAATTCGCGCTCAACATGGCCGTATTGTACaTTATATCGTTCTATCATTATATC 

GTATACGCCCGCATTACCCGACAACTCCGTCTGCAACGCGTTGACCAGAAAACTCGAACA 

AGAGATCGCATAAAAAACCAAAAGGAAACGAATTACTTGTCAAATAGTTATTGTAATGGA 

TCCTCTAGAAAGGCAAACAGTAGATTTATTTCCTTCTTTTCTAGAAACATCATTATAACT 

AACAATATATAATTGGAATAATGGCTGGTTGGGATATTTTTGGTTGGTGTATGTTATCAC 

CCTGTTCACGTTTTTCGGATACTTAGTTTTATTCAATGTGGTAAACATTGAATGTTTTCA 

GCTTAAGATCTATTTTTTTTTTTCTAGAAGAAATTGCGTCCTTTACTAACTTTATTTTAC 

TGTACAGTCAGAGATGTGTTGGCTTCCCTTGGTCTGTGGAACAAACATGGTAAACTACTT 

TTCTTGGGTTTGGATAATGCCGGTAAGACCACATTGCTACATATGTTAAAGAACGATAGA 

TTGGCAACCTTACAACCy^CATGGCATCCAACTTCTGAAGAACTGGCTATTGGTAACATT 

AAGTTTACAACTTTCGATTTGGGTG6TCATATTCAAGCTCGTCGTTTATGGAAGGATTAT 

TTCCCAGAAGTTAATGGTATCGTCTTTTTAGTCGATGCTGCTGACCCTGAAAGATTTGAT 

GAAGCACGTGTCGAATTAGATGCTTTATTCAACATTGCCGAATTGAAGGACGTTCCTTTT 

GTAATTCTTGGTAACAAGATCGATGCTCCAAACGCCGTTTCTGAAGCGGAGCTACGTTCT 

GCTTTAGGATTATTGAATACCACTGGCTCTCAAAGAATTGAAGGTCAAAGACCAGTT6AA 

GTTTTCATGTGTTCCGTTGTTATGAGAAATGGTTATTTA6AGGCGTTCCAATGGTTATCT 

CAATATATTTAA 

YPL218W, 190 aa (SEQ ID NO 282) 

MAGWDIFGWFRDVIASIiGLWNKHGKLLFLGLDNAGKTTLLHMLKNDRLATLQPTWHPTSE 
EIAIGNIKFTTFDLGGHIQARRLWKDYFPEVNGIVFLVDAADPERFDEARVELDALFNIA 
ELKDVPFVILGNKIDAPNAVSEAELRSALGLLNTTGSQRIEGQRPVEVFMCSWMFNGYL 
EAFQWLSQYI 

YPR102C, 1025 bp, CDS: 501-1025 (SEQ ID NO 283) 

TTCTTTACAATTCACCTTGCATTATTGAAGGAGTGCTATTCTTCGTTTTGCCACCCOT 

GCTGTTTTCCCTCATATCACATAATACCCGGAGAGGCTCTTTCCTGCGACAGCGCAACAT 

CCAACCATCCTAAAGGTATGGGTGTACTGACGATGCGATTATTTCATTAAGTTCTGTCTT 

TTTTGTATAAATGAAAAAAGAACGGTGAAATCCATAGAAATACAGAGAGCGACGCAAACA 

GCGCGCAGACTCTACGGGTAATAGACTCACATCCACGTGACCAGTTTCCAATCGAACTTT 

TTCACTTTGCAGGGAATTATTGTTTCACTAGCAAAGGTAGCCCACTTACCACTCAGCTAT 

GCGAAAGTTTCATTGTTTGATACATCTTGATAGTAACCGCAGGCTTCTTTCTTAGTTCAT 

ATTTTATTGTATTTCAACTAATATTATTTTTTTTTCAGTGGAAGGGAAGGTGAACCAAGA 

ACATACAAACATAGCCAAAGATGTCTGCCAAAGCTCAAAACCCTATGCGTGATTTGAAGA 

TCGAAAAGTTGGTCTTAAACATTTCTGTTGGTGAATCTGGTGACAGATTGACCAGAGCCT 

CCAAGGTTTTAGAGCAATTATCTGGTCAAACTCCAGTTCAATCCAAGGCCAGATACACTG 
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TCAGAACTTTCGGTATCAGAAGAAACGAAAAAATTGCTGTTCACGTTACCGTCAGAGGTC 
CAAAGGCTGAAGAAATTTTGGAAAGAGGTTTGAAGGTCAAGGAATACCAATTGAGAGACA 
GAAACTTCTCTGCTACCGGTAACTTCGGTTTCGGTATTGACGAACACATTGACTTGGGTA 
TCAAGTATGACCCATCCATCGGTATTTTCGGTATGGATTTCTATGTCGTCATGAACAGAC 
CAGGTGCTAGAGTCACTAGAAGAAAGAGATGTAAGGGTACCGTTGGTAACTCCCACAAGA 
CAACTAAGGAAGACACCGTCTCTTGGTTCAAGCAAAAGTACGATGCTGATGTTTTGGACA 
AATAA 

YPR102C, 174 aa (SEQ ID NO 284) 

MSAKAQNPMRDLKIEKLVLNISVGESGDRLTRASKVLEQLSGQTPVQSKARYTVRTFGIR 
RNEKIAVHVTVRGPKAEEILERGLKVKEYQLRDRNFSATGNFGFGIDEHIDLGIKYDPSI 
GIFGMDFYVVMNRPGARVTRRKRCKGTVGNSHKTTKEDTVSWFKQKYDADVLDK 
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YBL051C_homolog_l 1229bp PathoSeq: 1..1229; CDS: <1..>1229 (SEQ ID 
NO 285) 

AGAGAACGTATTGAAGAGGAGAAAAGGGAGAAAAGAGGTCAATTGGAAGAACAACATCGTTCTGCA 
TCAAATGCTTCTATGGCTTCTTTATTGTCAGCTGCTTCAACTACAGCAGCAACTAAAAATTTGAGT 
GTGGCTGGCACAAATCCTTCTCATACCACTGAAAGAATGTTTTTAAATTTACCTTTTAACAATTCC 
CTGTTCAATGCCCCACCAGTAGAAATTAATTTTAATGATCTTGAAGTTTTGGAATTGTACACTCAA 
TTAGTATTATACCGAGATGATATTACCAAATCTACTTTTGAATTAGCTATATCACCAGCAAATTTG 
AATATTTCTCAACGGAAAATCATATCAATTTTATGTAATTATTTGAATTTATTAGAATTGTTTGAT 
AATGGGTTGATAATAATTAGAAGAAAACCAGGATACATTGCTCAGTGTATAACTCAACAATCTATT 
ATTCCTAATTCTCAACAGGTGTCTGGGCCAACTCACCCGCAACAACATCAACAGAATCAACTTCAA 
CAACAGCAACAGCAACAACATCAACATCAACATCCTTCACATTCATCATCGATGATGAACCTTCAT 
CAATTGGGTGGTACATTAGCTGTTCCAGCGCACCCTGAATTATTAAGATCCCAATCGCAATCAGCA 
TTACCGTTGCCAAGATTGAGACAGCAAACCTCTACACCAATTCAACAAAATCAACAAGTTCAGCAC 
CAAAATCAACCACCACAACAACAACAGCy^CAGCATGTTCAACCT^CAATATAATTATTACAATCAG 
CAATCTATTCAAAGCCAACCAO^TTCTGCGAGACCTTATTCTCAATCATATAATATTTATCAACAA 
CAACAGCAACAGCAGCAACAACAAGCTCAACAACAAGCTCAACAACAACAACAACAACAATTACAA 
TATCAACAGGGACACCAGTCACAAGTTTCAACACCTACATTGAATTCTTCTAGTGCTGCTGCATTA 
CTTAGATCAAGTAGCAGTAGATCATTTGTTGATGTGAGATCCACACCTCCCACAAGTAGTTTTGCT 
CAACAGCAACAACAACAACAACAACAACAGCAACAGCCGCCACTAACTTCATCAATCCATGATTCT 
CCAACACCACATCATCATTTACCACTTCAACAGCAGCCACCACAACCAAATCATTACCTATCCAAT 
TACCATCAGGGGGTTGGATCTCAACCAAAAACTCCATTGGC 

YBL051C_homolog_l 409aa (SEQ ID NO 286) 

RERIEEEKREKRGQLEEQHRSASNASMASLLSAASTTAATKNLSVAGTNPSHTTERMFLNLPFNNS 
SFNAPPVEINFNDLEVLELYTQLVLYRDDITKSTFELAISPANLNISQRKIISILCNYLNLLELFD 
NGLIIIRRKPGYIAQCITQQSIIPNSQQVSGPTHPQQHQQNQLQQQQQQQHQHQHPSHSSSMMNLH 
QLGGTLAVPAHPELLRSQSQSALPLPRLRQQTSTPIQQNQQVQHQNQPPQQQQQQHVQPQYNYYNQ 
QSIQSQPHSARPYSQSYNIYQQQQQQQQQQAQQQAQQQQQQQLQYQQGHQSQVSTPTLNSSSAAAL 

yhqgvgsqSSS^'^^^'^^^^^^^^^^^^^^^^^^^'^^^''""^^^^ 

YBL051C_homolog_2 2 15 3bp public: 1..2153; CDS: 501.. 2150 (SEQ ID 
NO 287) 

ataaacaaaaaagaagcacgaactgtgggcaacaacaacaacaacaacaacaaaaaaaaaaaattt 
ctggaaaatcaaaattgaactccaaccagcagcggcggcggcgacagaaaaatatattaacagaat 
acttttttgtattcaactctctaactctttctattttttttttttttctatatacactgttaaatc 
aatcaacaatagcaggatatccattcatatacaaatagataaactgtttaattaattaattaactg 

ATTTGATTTGGGAAAAAACAAATTTTATATTTGGAGAATTGAATTTCAATCATTTTAACAAATT^ 



tttctttctttctttcttttttggaacaaagtaatagccgataaaataaataattcacatagccca 
attcatattacattgacttttgacaagag6tatatataatggatttta6aaatttatcaactacac 
cgaatcaaatgggcactgtaatgcaacgtcgtccctctctatcatcattatcgtcagcctcgggct 

ATTCTTCTTCCAATTATGGTGGAAATCCTACACCCAATCCCAACAATTCCAATACCAATAACAATA 

gtagtggcaatagtaataacaacactcatggcaataacactcccaaattatcaactcaaagattga 
caaataataggaatttacaatccttgtggataaaccaaccatctattgctccttctaatgttgttc 
cttgggtggaacagcaacaacaacaaacccttgatctgttggaaaataatactaaaacagactcca 
gtaatgatgcttctgctactaataataataatgttaatgttaatgttaatgccaatgccaatgtta 
atgccaatgccaatatccatgcccaaacccatgtcaacacaaatgttaatgcaaacacaacagcaa 
ctagtattaatgcttccacgattttaaatactacaccaagtattaatgacactaatgataatgcca 
aaaaaattaatgtttccatgattagtaataacaataacaataacagtaacaataataacaacaaca 
ctaacaatagtagtacaggaagttctaacattgcaaacatgcttccttctgtttctaatgcaacga 
caatgaataacagtaatagtatcaatagcaccacaaacaatactacaattaacgaagctgatgatg 

ACGA6TTAATTCCTACTGCGATTGTGATTAAAAATATTCCATTTGCCATTAAAAAGGAACAATTGT 

tagatgtgatgacaaaattaaacttgccattaccatatgcctttaattatcattttgataatggtg 
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TGTTTCGTGGATTAGCATTTGCCAATTTCACATCTACAGATGAGACATCAGCAGTAGTAAACCAAT 

TGAATGGAAGAGAAATAGGTGGAAGAAAATTACGTGTTGAATACAAAAAAATGCTTCCGGCACAAG 

AAAGAGAACGTATTGAAAGAGAGAAAAGGGAGAAAAGAGGTCAATTGGAAGAACAACATCGTTCTG 

CATCAAATGCTTCTTTGGCTTCTTTATTGTCAGCTGCTTCAACTACy^GCAGCAACTA;^^ 

GTGTGGCTGGCACAAATCCTTCTCATACCACTGAAAGAATGTTTTTAAATTTACCTTTO 

CCCTGTTCAATGCCCCACCAGTAGAAATTAATTTTAATGATCTTGAAGTTTTGGAA 

AATTAGTATTATACCGAGATGATATTACCAAATCTACTTTTGAATTAGCTATATCACCCAGCATAT 

TTGAATATTTCTCAACGGAAAATCATATO^TTTATGTAATTATTTGAATTTATTAGAAT^ 

ATAATGGGTTGCTACTAATTAGAAAAAAACCAGGATCCATTGCTCAGTGTATAACTCAAAAATCTA 

TTATTCCTAATTCTCAACAGGTGTCTGGGCCAACTCACCCGCACCACCJ^TCAAAAGAATCAACTTC 

ACCAACAGCAACAGCAACACACATCAACATCAACATCCTTAACATTCATCATCGATGATGAACCTT 

CATCAATTGGGTGGTACATTAGCTGTTCCAGCGCACCATGA 

YBL051C_homolog_2 550aa (SEQ ID NO 288) 

M)FMJLSTTPNQMGTVMQRRPSLSSLSSASGYSSSNYG<aSPTPNPNNSNTNmSSGNSNN^ 
TPKLSTQRLTNNRNLQSLWINQPSIAPSN\A/PWVEQQQQQTIJ)SLENOT'KTDSSNDASATN^^ 
VNVNANANVNANANIHAQTHVimJVNANTTATSINASTIIJm'PSIND^ 
NNSMWNNNTNNSSTGSSNIANMLPSVSNATTMtWSNS^^ 

PFAIKKEQLJ^VMTKrJlLPLPyAFNYHFDNGVFRGLAFANFTSTDETSAVVNQLNGREIGGRKLRV 
EYKKMLPAQERERIEREKREKRGQLEEQHRSASNASLASLLSAASTTAATKNLSVAGTNPSHTTER 
MFLNLPFNNSSFNAPPVEINFNDLEVLELYTQLVLYRDDITKSTFELAISPSIFEYFSTENHINLC 
NYLNLLELFDNGLLLIRKKPGSIAQCITQK3IIPNSQQVSGPTHPHHHQKMQLH000QQHTSTSTS 
LTFIIDDEPSSIGWYISCSSAP 

YBL066C_homolog 3254bp PathoSeq: 1. .94/2146. .3254, public: 
95.. 2145; CDS: 501.. 3251 (SEQ ID NO 289) 

ATAT^AAAAAGAAATACAATTAAAAAAATTTTCCTTCTGTGAAAAGGCAATTTCGGGTCTAGTA 

AACAAAGCTTAATAATTTCTCCO^TTCAAATTTACAACGGACGATGCAGAAAGTAGTTTTCAAATT 

CAGTTTCTTTTCTTTTATATATTTTTTCTTACTTTCTCTTCCTT^ 

AATATTCTTTTTAACTTATTTTTCAATCAAGAAGGTACTGAAGATATCAATTAACTCTCAGTTAAA 
TCCATATTACCAGTTGTGGAATAATCAGAAGAAAAAAAAAAAAGAGAGAAAAATCACGGGAATTAC 
GTTCTCAACAGAAAATAACAATAATTTTTTTTTATTCATTCC^ 

TAATATAAAATTATCACCAAAGCTGCCATCAACGTGTGTCGACAACCAATCGACTCCTCCCTTAAC 

TAGAACCATAGAACCTCAACATTTGTTTCTATAGAAAAATGAAGTTTGAAAAAGGTAAAGTGAGAA 

TTTTGCCTAAACCATCCCCTACACCAACCAACCCACAAACCCCATTGCCJ^TTACTTCCAGCTCAAA 

CTAAACCTGTAAACTCT^AAAAGAAAATCAGCAGCCAGTACACCTGGAAATGAATCyy^GAAATCAA 

GAAAATCAAATTCTACAGCTTCAACACCCAACAGTGCTACACCAACATCAGTCGGAACACCTCCAC 

AGAAAACTTCCAAACCAACAGGTCATAGGCCAGTGACTTCATGTACTTTTTGTCGTCAACATAAAA 

TCAAATGTAATGCTTCAGATAATTATCCAAACCCATGTGAAAGATGTAAAAAAATGGGTTTGAAAT 

GTGAAATTGACCCCGAATTTAGACCTCGCAAAGGGTCACAAATCCAATCATTGAAACTGGATGTTG 

ATGAATTGAAGGCCAAGATTGAAATGTTGACTAAAAATGAATCTTTGCTCACACAAGCTTTGAATC 

AACACAATTTGAACCACGCTTCGCAACAGCAACAACTGTCTGGATCGCAATCTCAACAACAACATC 

CTCCAAATCCACAACGTGCATTGTCATATACGTCTGCT^CTCATCACCACAAGTTGCATTTAGCA 

ATGCATCGCCAATTCCTTCTGTGACAAGTATTCAACAAAATGCACCGTTGACTCACGAAAATTCCG 

ACAATTCTCCATACGCTTTAAATACACCAGAAAAaiTTGAAGAATTACAACCAATCTCAGAATTO 

TTTTGGGTGACGTTACTTTGCCATTAAACa^GGGCCAATGAGTTACACGACAAGTTTATC 

ATTTACCATTTTTGCCAATAATAATATCTCGATCTGCCACCGAATTGTATCATAAAT<^ 

TTTTCTGGGCCGTGATTCTTACCGCAAGCTTATCAGAACCAGAACCCAAACTTTATATGTCGTTGG 

(y^TCCTTAATTAAACAATTAGCAATTGAAACATGTTGGATTAAAACyVCCy^GATCAACTCATC 

TCCAAGCCTTGATCATACTTTCAATATGGCCGTTACCTAATGAAAAAGTTTTGGATGATTGCTCTT 

ATAGATTTGTTGGATTGGCAAAGAACTTGTCATTACAATTAGGTCTACATCGT^ 

TTCAAGAATTTAGTCGGAATCAAGTAAGTCTAGGACCTGATGCAGAAAGGTGGAGGACTCGTTCAT 

GGTTAGCAGTTTTCTTTTGTGAACAGTTTTGGTCATCATTGTTGGGGTTGCO^CC^^ 

CTACTGATTATTTATTAGAGAATGCTCGTGTTGATAAATCGTTGCCTAAAAATTTCCGTTGTT^^ 
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TTTCGCTATCTATTTTCCAATGCAAATTAGTTAATATTATGGGTATTAGCGTTACTAGACCAGACG 
GTTTATTGGAGCCTCTGAATCGTGCTGGTTCACTTAGTTTATTGGATAGA6AATTGGAAAGATTAA 
GATTTAAACTTCAATTTGAAGAAGGGGGGCCAATTGAAGTATATTATTTGTATATTAAATTGATGA 
TCTGCTGCTTTGCCTTTTTACCAGGTACACCTATCGAGGATCAAGTCAAGTATGTCAGTTTTGCAT 

atttatcagcaacaagaatcgtgacaatcgtttctaaaatggtgaatgacatttcattgattgaat 
tgccaatatatatcagacaagcagtgacatatagtgttttcatgttgttcaaattacatttgtcaa 
gatatttgattgacaagtatgtggatagtgctagacagctgattgttactgtgcatcgtttattta 
gaaacacgttgagttcctggaaagatttgcaaaacgatatttctcgaacagccaaagttctagaaa 
atttgaacatggtgttgtataattatcctgaaatatttttaaatgatctggaaaatgaggattcaa 
gtattatcaccagaatgaggtcacatttgacagcatctttattctatgatttggtttggtgtgtac 
atgaggcaagaagacgatcagtacttgataaggggaaaagacaggctcagcctaacaagaaaatct 
tgcccttgccattttacaaccaaatcactaaggatgatttcaagacaattaccacgacatcaccta 
atggaactactattactacattagttccaactgatcaagctatgaatcaagcaaaactgaaatctt 
ttgattccag€:aaaccacttgaaataaatggtattcccttacctatgcttgaagctactggttcaa 
caagagaagttttagattctttaccctcgcaatctttaccatcacaagcaccaactcttcagcagt 
atccaatgcagcaagatcaacaacagcaagaaccatcacaacaacaacaacaaaagcacctgcagc 

AACTGCAGCAATACCAACAACAGCAGCAATCGAATCAACAGCAACCAO^TCTTCAACATCAAAGAC 

AGTTTCAACAATCACCACCy^CCGCAATTTTCAATGATTTCTTCAACGCCGCCCC^^ 

CTTTTATTTTGGCAAACTCACCGTTACCACAAACTTATTTGCCAAAGATTGATGAAATGAAT^ 

CACCAGAAGTAAAACJ^GAAAACTCTGTTGCTCCATTTGCATCTCAAATCaiCCLAA 

AACAAACAAGTGGATGGTTTAATAATGATAACCAAGAT6ACGACTTTTTGGGTTGGTTTC 

ATATGATGCAAGAGAAATAA 

YBL066C_homolog 917aa (SEQ ID NO 290) 

MKFEKGKVRILPKPSPTPTNPQTPLPLLPAQTKPVNSKRKSAASTPGNESKKSRKSNSTASTPNSA 
TPTSVGTPPQKTSKPTGHRPVTSCTFCRQHKIKCNASDNYPNPCERCKKMGLKCEIDPEFRPRKGS 
QIQSLKSDVDELKAKIEMLTKNESLLTQALNQHNLNHASQQQQSSGSQSQQQHPPNPQRALSYTSA 
NSSPQVAFSNASPIPSVTSIQQNAPLTHENSDNSPYALNTPENIEELQPISEFILGDVTLPLNRAN 
ELHDKFMTTHLPFLPIIISRSATELYHKSQLLFWAVILTASLSEPEPKLYMSLASLIKQIiAIETCW 
IKTPRSTHVIQALIILSIWPLPNEKVLDDCSYRFVGLAKNLSLQLGLHRGGEFIQEPSRNQVSLGP 
DAERWRTRSWIAWFCEQFWSSLLGLPPSnfTTDYLLENARVDKSLPKNFRCLISLSIFQCKLVNI 
MGISVTRPDGLLEPSNRAGSLSLLDRELERLRFKLQFEEGGPIEVYYLYIKLMICCFAFLPGTPIE 
DQVKYVSFAYLSATRIVTIVSKMVNDISLIELPIYIRQAVTYSVFMLFKLHLSRYLIDKYVDSARQ 
SIVTVHRLFRNTLSSWKDLQNDI SRTAKVLENLNMVLYNYPEIFLNDSENEDS SI ITRMRSHLTAS 
LFYDLVWCVHEARRRSVLDKGKRQAQPNKKILPLPFYNQITKDDFKTITTTSPNGTTITTLVPTDQ 
AMNQAKSKSFDSSKPLEINGIPLPMLEATGSTREVLDSLPSQSLPSQAPTLQQYPMQQDQQQQEPS 
QQQQQKHSQQSQQYQQQQQSNQQQPHLQHQRQFQQSPPPQFSMISSTPPLQQPPFILANSPLPQTY 
LPKIDEMmiSPEWQENSVAPFASQITNFFDQQTSGWFNNDNQDDDFLGWFDVNMMQEK 

YBL078C_honiolog 908bp public: 1. .908; exon 1: 417.. 449, intron 1: 
450. .533, exon 2: 534. .908 (SEQ ID NO 291) 

GAAAACACCCACCCCCTTTTTCTTATCTACAAAAAAAAAATAACAAACTCACTATAACTACTAAAC 
CTTTTTTTTTATTTATTTATTTTGTATTTTGTTATATTAATCAAACTATTATCATTCATCTATATA 

tacatccccatcgattcatctgacataatagtatgtatgatcatacagagggaaaatcaccctttt 
tattattaccaaggtctcaatgattagtgtggctagcgtctgttactacttaccccgtgtttgtag 
ataattgccactcaatctttaattgaccatcgaccacaaaaataatatggaaataatactaacaga 
acttagaaacatcactcataatgagatcacaattcaaagacgagcatccttttggtatgtattaca 
tgatttttagtcctctgaatcttcttccgatcatcatatactaacattttcgtgggtgttattctt 
taatagaaaagagacaagccgaggcagccagaattgctcagaggttcaaggatagagtaccagtca 
tctgtgaaaaggttgagaattccgatatccccgaaattgataaacgtaaatatttagtgccagtgg 
atttgactgttggtcaatttgtttacgttattagaaaaagaatcaagttaccaagcgaaaaagcca 
ttttcatctttgtcaatgacatattacccccaaccgctgcattaatcagtacaatctacgaagaac 
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ACAAGGACGAAGATGGTTTCTTATACGTTTTATACTCTGGAGAGAATACTTTT^ 
CAATTGACATTTCATCATTAGATTTCAGTGATATCCCTGATTATGTTTAA 

YBL078C_homolog 135aa (SEQ ID NO 292) 

MRSQFKDEHPFEKRQAEAARIAQRFKDRVPVICEKVENSDIPEIDKRKYLVPVDLTVGQFVYVIRK 
RIKLPSEKAIFIFVNDILPPTAALI STIYEEHKDEDGFLYVLYSGENTFGEKLAIDI SSLDFSDI P 
DYV 

YBR073W_homolog 2891bp PathoSeq: 1..2891; CDS: 501.. 2888 (SEQ ID 
NO 293) 

GTGGCACATCCCAGGAAGTAGAGCATGGACAGTTCGTATGGTATTGCTGTGCATACGATACAAAAA 

AAACAGAAACGAGAAAAAAAATCGATCGTCAACCTTOATCAACTCATCTACAGCAGCAGCAAAGTT 

CGTCCCTAAATATGAGTCAAGTCCAACAGAAACCCAAATCGTTTGGTAGATTGTATACCATGTACT 

ACTTTCATTTTCCATTTGTTATGCTTACGACAACTGAAACCATGCTACTTCATACGTTTGT^ 

TGTTTGCCTTATTGGTTGCCTATGGGATCTACGCTTATTTGCCTTCAAGTATCATGTTTGCAA 

CCAGAGCATACTATTATGTTTTTGGCATGGATATTAGTACCATCAACGGTTATGCAAAGTAGCGCT 

GTCTACTTAGTTTTATAGTTTAAAAATTTGTTAATATAAACCCAAAGTTTCTAACy^GGCTCTGT^ 

GCTCGACTAAAAAAGAATTrreTCAAACGCGTATCAGAATGTTTACCCTTTTTT^^ 

ATCAAATGAATGTTCGACCTAATGCTCCGTTTCGGCCTCCTAGACCAATAAAGGGGGGTGTTGCGG 

TGGTGCAGAAAGTAGTAAAACGAAAATTGCCCACTACCACCAATCCTAAACCTGCAAAGATTTTGA 

CTACCGATCCCGGCTCAACAAAATACGTGATCCAATGGAGAAAGAAAACTTCAAAGAAGAACAAAA 

CATGGGACGGTGATGGGTATGCCGTGATTAAACAGCT-TGAGAATGGGGCATGCGAGATATCTATCA 

AGAACTCTGATGGCAAACCTATGGGGAAAAGAGTGTTTACTGCGACACCTAACCTTGACGACGTGA 

TTAGTGTGGGACCCTATGAATTAGAATTAGACGAAAAAGTAGGGTCTAACTCAACTCCCCAGACAG 

TGACACGTGTTACCCACCAGTTCAAAAAGGTTGCTCCTCCCACAGCTAGTAGTCGGAAACCGCTTT 

ATGACGACTGTGCCGATGCCATCGCGTTGCCTCCTCCTCCAAAAGCCAAAGATTATGTCAAAGTAA 

ATATCGATCCACATTTGGCAAAAGTGCTTCGTCCGCATCAGGTTGAAGGTGTGAAGTTTATGTATG 

^QTGTTTAATGGGGTACCGTGGGTTTGGCGGGCACGGGTGTTTGTTAGCAGATGAAATGGGGT^ 

GGAAAACGTTGATGACAATCACTACAATCTGGACGTTGCTCAAACAAAACCCGTTTATGGAAAAAG 

GTGCAGTGGTAAATAAGGTATTGGTGGTGTGTCCTGTCACGCTTATTTCCAATTGGAGACAGGAGT 

TTAGGAAATGGTTAGGTGCTAATAAGCTAAACGTGTTGACGCTCAACAACCCAATGTCAAACGAGA 

AACAGGATATACTCAATTTTGGAT^GTTGAATGTGTACCAAGTGTTAGTGGTGAATTATGAAAAAC 

TTGTGGCACATTTTGATGAACTCTCAGCGGTCAAGTTTGATTTGTTAGTGTGTGACGAGGGCCATC 

GTTTGAAGAATAGTGCAAATAAAGTATTGAATAATCTTATCAAGCTCAATATTCCGAAGAAAATTG 

TTTTGACGGGTACGCCGATTCAAAACGAGTTGGTAGAGTTTCACACGTTGATCTCGTTTCTCAACC 

CGGGTGTGCTTCCCGAGCTAAAATTGTTTCAGCGAAACTTTATAACACCTATATCTAGGGCCCGAG 

ATATCAACTGTTTTGACCCTGAAGTGAAGAAACGCGGTGAAGAGATATCGCAGCAGTTGATTGAAT 

TGACTCAGAGTTTTATTCTTAGACGTACACAAGCGATTTTGGCTAATTACTTGACACAGAAAACTG 

acattttgttgtttgttccacctacatcgttgcagctcaagttgttcgactatataaccaacn^ 

agaaatttaatcagtttgaggcatttaccatgatcaatttgtttaaaaagatttgcaattcccc^ 

cgttgttggccgacgacgagttatttaaaaagattgttgaagaaaagtttaatttggggatggc^^ 

ccggtaaaataaacattcttgtgccgttgctattggaaattgcttcgcttggggaaaagattgtct 

taatttccaactacaccaagactttggacttgttggaacaggttttgcgcaaggtcagcctaacat 

tttcgagattagatgggtcgacccccaacaatgtgcgtagcaagttggttaatcagtttaacacga 

accccgacataaacgtatttttattgtcgtcgaaatctggcgggatggggatcaacttggtcgggg 

cttcgaggttgattttgtttgacaatgactggaacccagcgaccgatttgcaatcgatgtcgcgaa 

ttcacagagacggacaattgaaaccgtgtttcatttataggctattcaccacggggtgtattgacg 

agaaaatctttcagcgacagctcgtgaagaacaaattgagttccaagtttttggacaatc 

cgtccaaatctgatgtgtttgacaatgatgatttgaagaatatttttgagatagatacatcgacaa 

tatccaatactcatgatttattagagtgtgtgtgtgagggcgacgggtcgatgttgagtcagccaa 

ccatagaggaaagcgaaccacccccaaaacaagcatgggttactgcattagagcttaagaagaaga 

ttgacgatggtgaggcgctaaagaggacggctgttaaatttgccttgaacgattatcgacactaca 

atccagaggtgaaccgtaatttggattttgattctgcgctacaccgaattxx:taacaattcaagct 

atgaaaataagcaattgccaattacatttataatgctgagagtaactaattaa 
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YBR073W_homolog 796aa (SEQ ID NO 294) 

MFTLFFFTTDQMNVRPNAPFRPPRPIKGGVAWQKVVKRKLPTTTNPKPAKILTTDPGSTKY\n:QW 

WOCTSKKNKTWDGDGYAVIKQLENGACErSIKNSDGKPMGKRVFTATPNLDDVISVGPYELELDEK 

VGSNSTPQTVTRVTHQFKKVAPPTASSRKPLYDDCADAIALPPPPKAKDYVKVNIDPHLAKVLRPH 

QVEGVKFJyr^ECLMGYRGFGGHGCLLADEMGLGKTLm'ITTIWTLLKQNPFMEKGAVVNKVLWCPV 

TLISNWRQEFRKWLGANKLNVLTl^PMSNEKQDir^FGKUIVYQVLVVNYEKLVAHFD 

DLLVCDEGHRLKNSANKVLNNLIKLNIPKKIVLTGTPIQNELVEFHTLISFLNPGVLPELKLFQRN 

FITPISRARDINCFDPEVKKRGEEISQQLIELTQSFILRRTQAILANYLTQKTDILLFVPPTSLQL 

KLFDYITNLKKFNQFEAFTMINLFKKICNSPSLLADDELFKKIVEEKFNLGMASGKINILVPLLLE 

IASLGEKIVLISNYTKTLDLLEQVLRKVSLTFSRLIX5STPNN\mSKLWQFNTNPDIWVFLLSSKS 

GGMGINLVGASRLILFDNDWNPATDLQSMSRIHRDGQLKPCFIYRLFTTGCIDEKIFQRQLVKNKL 

SSKFLDNDATSKSDVFDNDDLKNIFEIDTSTISNTHDLLECVCEGDGSMLSQPTIEESEPPPKQAW 

VTALELKKKIDDGEALKRTAVKFALNDYRHYNPEVNRNLDFDSALHRIANNSSYENKQLPITFIMS 

RVTN 

YBR086C_hoinolog 2643bp PathoSeq: 1..2643; CDS: 501. .>2643 (SEQ ID 
NO 295) 

AAAGAATTTCAAATTTAGTTTTAGGTGATAATTATCGTTCGTCCTTTCCTAACCTACCa^TT^^ 
CTTTGTGTACTCATACGATGGTTGTTATTAGTTAAAGTTGCTTTGCTTTGCTT^^ 
TCACAATTGAATTTCAGAATAGAATTAGTTTCACCTTTTCTTACAATCGGCTAAGATTTT^^ 
TTCTTCTAATTTAGTTTACAGAATAGAAAGAATAGTTTGCTTGTTTGCTCATATTTACAATCAATT 

TTGTTTGGAATAATTTATTACTTATTCAATATATTTTTTTTCTTCCTTCCCTTCTTCAACTTCTTC 
TTTATACATTTCAATCAACCTTCCAACAATCCTATAATTACTTACTTACCTTCTTCAATTGGATTA 
ATTGGATTTGAATTGTTACAATTGAATACTTCAACGAGATGACTTTACCAATTCAGGATTTAGAAC 
CTGATTATTATATTTCCGTCAATTATCCTACCACCGATAATGGATCACCAACCCCACAAGCTGAAA 
AATCATTGAAAACATTAATTGATTTATTATACGATAAAGGGTTTGCCGCCCAAATTAGACCTGGTG 
ATTTAGACCATTTGTTAGTCTTTGTTAAATTGTCTTCATACAAGT^^ 

ATTTAATTAAAAATTATGAATTTGGTGTCACGGGTAAAGATGACGTGTTAGCTTCTAAACTTAGAA 
TTATrrATCAATACTTAACTTATCCACAATCAGTTGGTGGATGTGGTATTACTCCTAATTCTGGGG 
ATTGGAAATTTGTCACCAGTATTGTTCCAATTACTAATGCCTTTAATGAAACCACTTTAGTTGAAG 
ATTTAAAAATTAATGTTACTCAACCAAATTTATCAATTGCCACTATCAAAAAGACATATGGAGTTG 
AAGTTGCTCTTTATTTTGAATATATAAAACATTACACTTTTTGGTTATTATTGCTTTCTATTATTG 
GTCTTGTATCTCATTTTAGAAAAGATAAACGATTCCTGTTAACTTTTGCCTTTATCAATTTGCTTT 
GGGGGGTTTTATTCCTTGCATCATGGCATAGAAGAGAACAACATTTGGTTAATGTATGGGGTGTTC 
AAAATAGTCATTTAATTGAAGAACATAATTCCGAATTGGCTAAAGTCAATGAAAGATATGAAGAAA 
AATCAACTTATTTCCATGCAAATAATACCAATGGATTCAGATTTTTAAAACAATTGGCATTTATCC 

TTTTAACCGATATTTATGATGGCCCCGGGAAATCTTTATTGACTTTATTACCAACGGTT^ 

GTGTATTTGTGCCAATTTTGACCATTGTTTATAATGCTGTCACGGATATTATTATTAAAT^ 

ATCATGATAACCAATATAGCAAAAATAATTCTATTCTTGTTAAAACCTTTGTGTTGAATTTCTTG^ 

CTGGTTATCTTCCATTAATCATCACTTCATTCATATATTTACCATTTGCTCATTTGGTGCAACCTC 

ATTTAGGTGATATTAAAACCACTATTGCCACATATGCTGGTGAAAATAGATTCTACACCAAATACT 

TGTTGAAATTAAAGAGTCAAGAAGAATTTAAAATCAATCAAGGTAGATTAGATGCTCAATTCTTTT 

ATTTCATTGTCACAAATCAAGTTATACAATTGGTATTGAAATATATTCTCCCATTGGGTTTAAGAT 

TTGTATTTAATTTTATTGAAACGAAAATTCAGAAGAAACCTCAATTACAAACTAAAGATGATAACC 

CTGATGAATCTATTTGGTTACATAATGTCAGATTATCGTTGAAACTTCCTGAATATAATGTTGATG 

ATGATTTTAGAGGATTAGTTTTACAATTTGGATATTTGATAATGTTTGGTCCAGTTTGGCCATTGG 

CACCATTGGTTTGTATTATTTTCAATTTAATTTTTTTCAAGTTGGATAATTTTAAA 

GTAAATATTTCAAACCy^CCAGTTCCAAGAAGAGTTGATTCTATTCATCCATGGAATTTAGCCCTTT 

TCTTGTTAGCATGGATTGGATCAATTATTTCCCCCGTGGTCACGGO^TTTTACCGTC^ 

CTCCACCAAAATCTATGGGTCAATTTGCCCTTGATAAAGCTAGTGTTCATGITTCT^TCCTCAGT^ 

TCTTGGTTTTATTAATGTTTGTTTCAGAACATGGATTTTTGATTTTGAGOT 

TCTCTTCTTTGTTCAAGAGTCAAGTTGAATGGGAAAATGATTTTGTTGATAA^ 
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GACATGATTATTATTCTGGGAAAGTAAAACCAACTTATAAAGTCCACTCGGATGAGTTGTGGGAGA 

AGTTTACCCCACAATCAACTTTGAATTTCACTGGTCCTAAACCAACCGCAGAAACTGATGATAAAG 

TTGAAAAAATTGCTTOTACCGAAGATGCTTATCTGACTTCTGO^GAAAAATCTACT^ 

CTT 

YBR086C_homolog 714aa (SEQ ID NO 296) 

MTLPIQDLEPDYYISVNYPTTDNGSPTPQAEKSLKTLIDLLYDKGFAAQIRPGDLDHLLVFVKLSS 

YKFSEEAEKDLIKimiFGVTGKDDVLASKLRIIYQYLTYPQSVGGCGITPNSGDWKFVTSIVPITN 

AFNETTLVEDLKINVTQPNLSIATIKKTYGVWALYFEYIKHYTFWLLLLSIIGLVSHFRKDKRFS 

LTFAFINLLWGVLFIASWHIUlEQHLVNWGVQNSHLIEEHNSErJUCVNERYEEKSTYFHANN^ 

RFLKQLAFIPIALVFVGVLISYQLSCFCIEIFLTDIYDGPGKSLLTLLPTVLISVFVPILTIVyNA 

WDIIIKWENHDNQYSKIWSILVKTFVLNFLTGYVPLIITSFIYLPFAHLVQPHLGDIKTTIATYA 

GENRFYTKYLLKLKSQEEFKINQGRLDAQFFYFIVTNQVIQLVLKYILPLGLRFVFNFIETKIQKK 

PQLQTKDDNPDESIVJLHIWRLSLKLPEYNVDDDFRGLVLQFGYLIMFGPVWPIJSlPLVCIIFNLIFF 

KIJJNFKLLNGKYFKPPVPRRVDSIHPVfflfiJVLFLIAWIGSIISPVVTAFmJGTAPPKSM^^ 

ASVHVSSSWLVLLMFVSEHGFLILSYLLFEFSSLFKSQVEWENDFVDNDIKLRHDYYSGKVK^ 

KVHSDELVffiKFTPQSTUJFTGPKPTAETDDKVEKIASTEDAYSTSAEKSTTTAT 

YBR093C_homolog_l 1 78 4bp public: 1..607, PathoSeq: 608.. 1784; CDS: 
399.1781 (SEQ ID NO 297) 

CGGTAATTATGTCACAAAAACAAACAATCAACATATTAAATCGTTATCCCAACTTTGTC^ 

CTAACACCTTTTATTTTGTGTTATACAAATTxSCACAATCAATTACTATa^^^ 

GGGCTCTGTTTAGTTTAACTTCTTGTAGTTTTATTATTCCGATTGGGTTAGCTCAATAACTGCATT 

TCGTACAATAATGTTAATTCAATTCTAAATTCCGATGAACCGAACACACAAAAAACATCCAGTTCT 

GGAGAGATTTTTCAAAACTTCTATTATAAATAGAACCCTATAAGTCCATAATAATTCAATTGAAGG 

ATTATTTTCTTTTCCCTTTTCTGATTACTTTCACCAATTTTCTTCTCTCCAAAAAAJ^ 

TCATGGTTTCTGTTTCTAAATTAATCy^TAACGGGTTGTTATTAACTAGTCAAAGTGTTTTCC^ 

ATGTTGCTACTCCGCAACAAGCTTCTGTGCyVACAATACAATATACTCAATTTTCTTGGCGGTAGTG 

CCCCTTATATTCAAAGAAACGGATATGGGATTTCTACTGATATCCCTGCnHKTTGTGAAATTGC^ 

AAATTCAATTGTATTCAAGACATGGTGAAA6ATACCCAAGTAAAAGTAATGGTAAAAGTTTAGAAG 

CAATTTATGCTAAATTTGAAAACTACAAAGGTACTTlTrAAAGGTGATTTGTCATO 

ACACTTATTTTGTCAAAGACCAGAGTAACTATGCTAAGGAAACTAGCCCAAAAAATTCTGAAGGAA 

CCTATGCCGGTACAACCAATGCCTTGCGTCATGGTGCTGCGTTTAGAGCCAAATATGGATCCTTAT 

ACAAGGAAAACTCAACTTTACCAATCTTCACATCCAATTCTAACAGAGTACATGAAACTTCAAAGT 

ATTTCGCTAGAGGGTTTTTAGGTGATGATTATGAAGAAGGTAAAACTGTCAAGTTTAACATCATCT 

CTGAAGATGCTGATCTTGGTGCCAATAGTTTGACTCCTAGAAGTGCATGTTCCAAGAACAAAGAAC 

TGAGCAGTAGTACTGCCAAAAAATATAACACAACATATTTAAATGCTATTGCTGAAAGATTAGTTA 

AACCAAACCXAGGTTTGAATTTGACTACAAGTGATGTCAACAATTTATTCAGTTGGTGTGCTO 

AAATCAACGTCAGAGGAAGTTCACCATTCTGTGATTTATTCACCAATGAAGAATTO^TTAAG^ 

CTTATGGTAACGATCTTTCCy^TATTATTCTAATGGTGCTGGTAATAATTACACCAGAATCAT^ 

GTTCAGTGATTTTGAATTCATCCTTGGAACTTTTGAAGGACACTAAGAACTCTAAT^ 

TATCATTTGCTCATGATACTGATTTGGAAATTTTCCATTCTGCTTTAGGATTATTGGAACCAGCTC 

AAGATTTACCAACATCTTACATCCCATTCCCTAACCCATACGTCCATTCTTCTATTGTTCCACAAG 

GTGCCAGAATATACACAGAAAAACTTCAATGTGGAAACGATGCTTATGTTAGATACATTATCAACG 

ATGCTGTCGTGCCAATTCCAAAATGTGCTACTGGTCCAGGGTTCTCTTGTAAACTTGATGA 

AAAATTTCGTTAAAGAAAGAATTGGAGATGTTGACTTTGTTAAACAATGTGGTGTCAATAGTAC^^ 

ACCCATCTGAGCTTACTTTCTACTCGGATTATAAAAATGTCACTTACAGTGCTC 

AA 

yBR093C_homolog_l 461aa (SEQ ID NO 298) 

MVSVSKLINNGLLLTSQSVFQDVATPQQASVQQYNILNFLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGERYPSKSNGKSLEAIYAKFENYKGTFKGDLSFLNDYTYFVKDQSNYAKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPIFTSNSNRVHETSKYFARGFIjGDDYEEGKTVKFNIIS 
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EDADLGANSLTPRSACSKNKESSSSTAKKYNTTYLNAIAERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKNSYGNDLSKYYSNGAGNNYTRIIGSVILNSSLELLKDTKNSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCCTTOAYVRYIIND 
AWPIPKCATGPGFSCKLDDFENFVKERIGDVDFVKQCGVNSTYPSELTFYWDYKNVTYSAPLEL 

YBR093C_horaolog_2 1871bp pxiblic: 1..1752, PathoSeq: 1753.. 1871; 
CDS: 501.. 1868 (SEQ ID NO 299) 

GAGTTTTATGGGATTGGGTTTTTCAATTAAAGACTCTTCGTGATAATGCAATACCAAAACCAAAAT 

TTATTTAACGATGCAATAATTATTTCAATGTGAGCTATCCATGAATCAGTGAGAATCTTTATTATG 

GAAGAAATTGGTCAAAATTTGACAATGTTTAGTAACTTTATATCTTGGTGTTGGGATGGTGCCAC^ 

AATGGAGATTGTTGAGTGTACATGAAAAATACGTAGTTAAATTTTGTTTCTTGTTTTTAT^ 

GCCACTTTTTTATCCGATTCTTCATATTACCTTTGGTAAAGTGATAAGATTAATATCATATTAGTA 

AAACACCCCCAATGATGAATGTTTGTATTTATAGCCAGACTATAAAAATTACGGGGATTTAATTCG 

CGACTCACCCACGTTCTCACACAGTATGTGCTTTTTTCATAAGTATGATTTGAACCCTAAAATATC 

AACTTTCATAATAAACATAATTCTTTCCAGACAACTAAATGGTTGGTTTATCACGAGTACTTAATG 

CTGGGTTTATTCTAAGTGGACAATCTGTTTTCCAGGATGTTGCTGCCCCACATCAAGCATCAATTG 

AACAATATAATATTGTCAAGTACCTTGGTGGCAGCGGTCCATATATTCAAAATTCAGGG-TATGGGA 

TTTCTACTGATATACCAGAAAAATGCACTATTGAACAAGTTCAAATGATTAGTAGACATGGTGAGC 

GATTTCCTAGTAAAGGAGATGGGAAATACTTTAATTCAGTGATGGAAGTTTTCAAGAGATATGGTG 

AATTTCATGGAGATTTATCTTTTTTAAATGACTATGAGTATTTCGTTACTAATCCAGATTATTATG 

AAAAGGAGACTACTCCTAAAAACTCAAAAGGTCCATATTTTGGAACTACAAATTTATTACGACATG 

GAGCTTATTTTAGAAAAAGATATCAATCACTATTTGACCAAAAGGAGAAGCITGTTGTGTTrACTA 

GTAATTCTGGAAGGTGTTATCAAAGTGGTGTCTATTTCGCTCGAGGATTTTTAGGAGATGATTACT 

CAGAAGATACAGTTGAATTTGTTGTTGTTGATGAAGACAAAAAAATGGGTGGTAATTCATroA^ 

CAAGATACGCTTGTAAAACTTTGAATCAAGATTTACACAAAGATTTGGTGAATCAGTACGATAAGA 

CTTATTTGGACGATATTTTATCTAGATGGCTAGTAGACAATCCTGGATTAGATTTAAGTGCAGATC 

AGGTCTCGTCATTATTTCTTTGGTGTGCCTTTGAGATTAACGTTAGGGGGTATTCTCCATTCTGCA 

ATCTATTTACAAAAGATGAATTTATCAGAAGTGGGTACCGAAACGATGTTGGTAATTACTATCAAA 

CTGGTCCAGGTAATAATATGACAAAGGTAATTGGCTCACCTATGGTGGAAGCGTCGTTGAAAATGC 

TTCAAGAAGATTCAAAAATTTGGTTGACATTTACCCATGATACTGATATTGAGATGTATTTGACAT 

CTTTGGGATTGATTGTTCCACCAGGGGATTTGCCCGTTGATCGAGTACCATTTCCCAATCCATATA 

ATGCAGCAGAATTTTTCCCTCAAGGTGCTAGAACTTACACTGAAAAATTGAAATGTGGTGAAAAGC 

AATATGTTAGATTTATTGTGAATGATGCAGTTTATCCATATCCGGATTGTAGTGGAGGTCCTGGGT 

TTACTTGTGAATTGAATGATTTTATCAAATTAGTTAAAAGTCGTTTACATGATGTTGACTATAAGC 

TTCAATGTGAAGTGGACGGACCAGCGGAATTGACATTTTATTGGGATTATAAAGACAGAAAGTATA 

ATGCGCCGTTAATAGATCAGTAA 

YBR093C_hoinolog_2 456aa (SEQ ID NO 300) 

MVGLSRVLNAGFILSGQSVFQDVAAPHQASIEQYNIVKYLGGSGPYIQNSGYGISTDIPEKCTIEQ 

VQMISRHGERFPSKGDGKYFNSVIffiVFKRYGEFHGDLSFlJIDYEYFVTNPDYYEKETTPKNSKGPY 

FGTTNLLRHGAYFRKRYQSLFDQKEKLWFTSNSGRCYQSGVYFARGFLGDDYSEDTVEFWVDED 

KKMGGNSLTPRYACKTLNQDLHKDLVNQYDKTYLDDILSRWLVDNPGLDLSADQVSSLFLWCAFEI 

NVRGYSPFCmFTKDEFIRS(3YRNDV(mYQTGPGimMTKVIGSPMVEASLKm.QED 

DTDIEMYLTSLGLIVPPGDLPVDRVPFPNFYNAAEFFPQGARTYTEKLKCGEKQYVRFIVNDAVYP 

YPDCSGGPGFTCELiroFIKLVKSRLHDVDYKLQCEVDGPAELTFYWDYKDRKYNAPLIDQ 

YBR093C_hoinolog_3 1888bp PathoSeq: 1..1656, public: 1657.. 1888; 
CDS: 500.. 1885 (SEQ ID NO 301) 

TGTAGTATAAATAAGGGTATGAAATACCAACATCCCAGAATATCAACGAGATAGAAGAGAGGAGTT 

TCAATATATATCTTGTGAATAATAACTTCGTTCTAATTCACTATACACAACTAGACGTGTACACGC 

TCAATCTCAGGTAAAGAAAGTTTATATTCCATCACTATATAACAACAATCAGGCTTTGCAAAAAAA 

CATTTAAAACTAATACTGGTAATATGGAAATATAACGCCTCGTAGTTCTACGCACGTGGCATCCTT 

TATCTATTTATTCAATTTACCCCTAATTTATGAATTAGCTTAATAAGAGCAGTCAAATTAACA 

CTCAATTAATAGTACTTAATAATATGAAGCCGATCAATTAACCGATCCTTTGAATAATTTGAAAAT 
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AAAATAAAGTAATATAAATAGGTATGCATTTTCCCTACATTTATTTCCTCTTTCTATTTTAA^ 

TTTCCTAAACAGCAACAACAACAATTGAAATTCAAAAATGGTTTCTGTTTCTAAATTATTGAACAA 

TGGATTGTTATTAGCTGGTCAAAGTGTCTTCCAAGATGTTGCTACTCCACAGCAAGCTTCTGTGCA 

ACAATATAACATCGTCAATTCTCTTGGCGGTAGTGCCCCTTATATTCAAAGAAACGGATATGGGAT 

TTCTACTGATATCCCTGCTGGTTGTGAAATTGCTCAAATTCAATTGTATTCAAGACATGGTGAAAG 

ATACCCAAGTAAAAGTAATGGTAAAAGTTTAGAAGCAATTTATGCTAAATTTGAAAACTACAAAGG 

TACTTTTAAAGGTGATTTGGCTTTCTTAAATGATTATACTTATTTTGTTACTGATAAA^ 

CGAAAAGGAAACTAGCCCAAAAAATTCTGAAGGAACCTATGCCGGTACAACCAATGCCTTGCGTCA 

CGGTGCTGCGTTTAGAGCCAAATATGGATCCTTATACAAGGAAAATTCAACATTACCAGTTTTCTC 

TTCCAATTCAGGTAGATGTTACCAAACTTCAAGATATTTTGCTAGAGGATTTTTAGGTGATC 

TAAAGAAGGTAAAACTGTCAAGTTTAACATCATTTCTGAAGATGCTGATGTTGGTGCCAATAGTTT 

GACTCCAAGAAGTGCATGTTCCAAGAACAAAGAACGGAGCAGTAGTACTGCCAAAAAATATAACAC 

AACATATTTAAATGCTATCACTGAAAGATTAGTTAAACCAAACCCAGGTTTGAATTTGACTACAAG 

TGATGTCAACAATTTATTCAGTTGGTGTGCTTATGAAATCAACGTCAGAGGAAGTTCACCATTCT6 

TGATTTATTCACCAATGAAGAGTTTATCAAATATTCTTATGGTAATGACCTTTCCAACTATTATTC 

TAATGGTGCTGGTAACAATTACACCAGAATCATTGGTTCAGTGATTTTAAATTCTTCTTTAGAACT 

TTTAAAAGACACTAAAAACTCTAATCAAGTATGGTTATCATTTGCTCATGATACTGATTTAGAAAT 

TTTCCATTCTGCTTTAGGATTATTGGAACCAGCTGAAGATTTACCAACATCTTACATCCCATT^ 

TAACCCATACGTCCATTCTTCTATTGTTCCACAAGGTGCCAGAATATACACAGAAAAACTTCAATG 

TGGAAACGATGCTTATGTTAGATACATTATCAACGATGCTGTCGTGCCAATTCCAAAATGTGCTAC 

TGGTCCAGGGTTCTCTTGTAAACTTGATGATTTTGAAAATTTCGTTAAAGAAAGAATTGGAGATGT 

TGACTTTGTTAAACAATGTGGTGTCAATAGTACCTACCCATCTGAGCTTACTTTCTACTGGGATTA 

TAAAAATGTCACTTACAATGCTCCTTTAGGTGATTTTTAA 

yBR093C_homolog_3 462aa (SEQ ID NO 302) 

MVSVSKLLNNGLLLAGQSVFQDVATPQQASVQQYNIVNSLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGERYPSKSNGKSLEAIYAKFENYKGTFKGDLAFLNDYTYFVTDKNNYEKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPVFSSNSGRCYQTSRYFARGFLGDDFKEGKTVKFNIIS 
EDADVGANSLTPRSACSIOJKERSSSTAKKYNTTYIJJAITERLVKPNPGLNLTTSDVNNLFSWCAYE 
INVRGSSPFCDLFTNEEFIKYSYGNDLSNYYSNGAGNNYTRIIGSVILNSSLELLKDTKNSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AVVPIPKCATGPGFSCKLDDFENFVKERIGDVDFVKQCGVNSTYPSELTFYWDYKNVTYNAPLGDF 

yBR093C_homolog_4 1886bp PAthoSeq: 1 . .102/1038 1062/1078 .. 1886, 

public: 103. .1037/1063. .1077; CDS: 501. .1883 (SEQ ID NO 303) 

ACTACTTAAATTGGCATATCCAAACAAACTTGAAGTAGGAGTTTCCTTATTTTTATTTTGTATTTA 

TATATTTGATTGCGATTAATGTCATAAATTTTAGTTCGGTAATTATGTCACAAAAACAAACAATCA 

ACATATTAAATCGTTATCCCAACTTTGTCAGTTTTACTAACACCTTTTATTTTGTGTTATACAAAT 

TGCACAATCAATTACTATAACTTTTTTTTGAAACGTGGGCTCTGTTTAGTTTAACTTCTTC 

TTATTATTCCGATTGGGTTAGCTCAATAACTGCATTTCGTACAATAATGTTAATTCAATTCTAAAT 

TCCGATGAACCGAACACACAAAAAACATCCAGTTCTGGAGAGATTTTTCAAAACTTCTATTATAAA 

TAGAACCCTATAAGTCCATAATAATTCAATTGAAGGATTATTTTCTTTTCCCTTTTCTGATTACTT 

TCACCAATTTTCTTCTCTCCAAAAAAAACACCTTCTTCATGGTTTCTGTTTCTAAATTAATCAATA 

ACGGGTTGTTATTAACTAGTCAAAGTGTTTTCCAAGATGTTGCTACTCCGCAACAAGCTTCTGTGC 

AACAATACAATATACTCAATTTTCTTGGCGGTAGTGCCCCTTATATTCAAAGAAACGGATATGGGA 

TTTCTACTGATATCCCTGCTGGTTGTGAAATTGCTCAAATTCAATTGTACTCAAGACATG^ 

GATTCCCAACAGCAAGTAGTGGGAAAGATTATGAGAAAATTTATGCTAAATTTAAAAACTACAATG 

GTACATTCAAAGGTGATTTGTCATTCTTAAATGATTACACTTATTTTGTCAAAGACCAGAGT^ 

ATGCTAAGGAAACTAGCCCAAAAAATTCTGAAGGAACCTATGCCGGTACAACCAATGCCTTGCGTC 

ATGGTGCTGCGTTTAGAGCCAAATATGGATCCTTATACAAGGAAAACTCAACTTTACCAATCTTCA 

CATCCAATTCTAACAGAGTACATGAAACTTCAAAGTATTTCGCTAGAGGGTTTTTAGGTGATGATT 

ATGAAGAAGGTAAAACTGTCAAGTTTAACATCATCTCTGAAGATGCTGATCTTGGTGCCAATAGTT 

TGACTCCTAGAAGTGCATGTTCCAAGAACAAAGAACTGAGCAGTAGTACTGCCAAAAAATATAACA 

CAACATATTTAAATGCTATTGCTGAAAGATTAGTTAAACCAAACCCAGGTTTGAATTTGACTACAA 
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GTGATGTCAACAATTTATTCAGTTGGTGTGCTTATGAAATCAACGTCAGAGGAAGTTCACCATTCT 

GTGATTTATTCACCAATGAAGAATTCATTAAGAACTCTTATGGTAATGATCTTTCCAAATATTATT 

CTAATGGTGCTGGTAATAATTACACCAGAATCATTGGTTCAGTGATTTTGAATTCATCCTT^ 

TTTTAAAAGACACCGAGAACTCTAATCAAGTATGGTTATCATTTGCTCATGATACTGATTTAGAAA 

TTTTCCATTCTGCTTTAGGATTATTGGAACCAGCTGT^GATTTACCAACATCTTAC^^ 

CTAACCCATACGTCaiTTCTTCTATTGTTCa^CAAGGTGCCAGAATATACACAGAAAAACTTCAAT 

GTGGAAACGATGCTTATGTTAGATACATTATCAACGATGCTGTCGTGCCAATTCCAAAATGTGCT^ 

CTGGTCCAGGGTTCTCTTGTAAACTT6ATGATTTTGAAAATTTCGTTAAAGAAAGAATTGGAG 

TTGACTTTATTAAACAATGTGGTGTCAATAGTACCTACCO^TCTGAGCTTACTTTCTACTGG^ 

ATAAAAATGTCACTTACAATGCTCCTTTAGAATTGTAA 

YBR093C_homolog_4 461aa (SEQ ID NO 304) 

MVSVSKLINNGLLLTSQSVFQDVATPQQASVQQYNILNFLGGSAPYIQRNGYGISTDIPAGCEIAQ 
IQLYSRHGEKFPTASSGKDYEKIYAKFKNYNGTFKGDLSFLTTOYTYFVKDQSNYAKETSPKNSEGT 
YAGTTNALRHGAAFRAKYGSLYKENSTLPIFTSNSNRVHETSKYFARGFLGDDYEEGKTVKFNIIS 
EDADLGANSLTPRSACSKNKESSSSTAKKYimTI^AIAERLVKPNPGLNLTTSDVimLFSWCAYE 
INVRGSSPFCDLFTNEEFIKNSYGNDLSKYYSNGAGNNYTRIIGSVILNSSLELLKDTENSNQVWL 
SFAHDTDLEIFHSALGLLEPAEDLPTSYIPFPNPYVHSSIVPQGARIYTEKLQCGNDAYVRYIIND 
AWPIPKCATGPGFSCKLDDFENFVKERIGDVDFIKQCGVNSTYPSELTFYWDYKNVTYNAPLEL 

YBRl81C_YPL090C_honiolog 1 63 5bp public: 1..938, PathoSeq: 

939. .1635; exon 1: 500. .505, intron 1: 506. .930, exon 2: 931. .1632 

(SEQ ID NO 305) 

ATATATATATATTTATGTATTTTTTTATTGTTGTTCAGGAATTTTAAACATGTTCATGAATAATGA 
TAATCTATGAACAAATTAAAGAACTCTTTGGTTTCATTTGCAACCAATGTGCGTGACTTAGGGCTA 

TTTTTTTTTGTGTGTGTGCGGTTTACTTACTCTTCTTCTCTTCGCACATATTTTATTAGAGCTTAC 

AGTTGTTTGTATAGTGAGAGTTTCACTAACACAAAGCTTCAACAATACTAACAAATTTTCGCACGC 

TGTGGAAGGAGAAACTTACACTGTACACTACACTACACTGTACACTATACACCACCAACAGAAAAA 

AAAAATTATCAAATTTTCAACCITGAGAGAAAAAAAAAAGTGGAAAAAAAACTTCTTCOT 

AGTTAATTTTCAGACAGGCACy^GGAATTAATCACCATGAAGGTATGTGATTGAATATAACCTAT 

ATCAGTGATTATAATTAGAGTCTTTATTTGGATATTGCAATAATTGGATAATAAAGAAAGAGCATA 

AGAGTAGGAGTTTTAAACAGGATAATTGGATTCAATAAGAGGAAAAATTTTTTATCGTCGTGATTA 

TAACAAATACAAAGAAATTAAGCAATGAAGTGATATAAGCAAATGAAGGACTAGTTTATTAGGGGT 

GACATTTTTAGACTACGTAAAAGTACTTTCGATTCAAGGAAAACCAAATTTTAGTATCTATCAACA 

AACTACAAATCAATTTAGTTAACTTCAATAATGACAATAATTTTAATCACTGAAAACAATAAACAT 

GCAAACAAGCAAAACTAGTCAAGCTTTACGAATCAGTCAATACTAACAATACTTTTTTTTGTTTCA 

TTTTAGTTAAACATCTCATATCCAGCCAACGGTACTCAAAAATCTATGGATATCGATGATGACACA 

AAATTACGTGTTTCTACGGAAAAAAGAATGGGTCAAGAAGTTGAAGGTGACTCAGTTGGAGATGAA 

TTCAAAGGTTACATCTTCAAAATCACTGGTGGTAACGATAAACAAGGTGTCCCAATGAAACAAGGT 

GTTATGCACCCAACCAGAGTTAGATTATTATTATCTAAAGGTCACTCTTGTTACAGACCAAGAAGA 

ACTGGTGAAAGAAAAAGAAAATCCGTTAGAGGTTGTATTGTTGCTCAAGATTTGTCAGTTTTGGCT 

TTGTCTATTGTTAAACAAGGTGACAATGAAATTGAAGGATTAACTGACACCACTGTTCCAAAAAGA 

TTAGGTCCAAAGAGAGCTAACCACATTAGAAAATTCTTTGGTTTAACTAAAGAAGATGATGTTAGA 

GATTTCGTTGTTAGAAGAGAAGTTACTAAAGGTGACAAAACTTACACCAAAGCTCCAAAGATTCAA 

AGATTAGTTACTCCACAAACTTTACAAAGAAAGAGAGCTTTGAAAGCTAAAAAAGTCAAGAATGCT 

CAACAACAAA6AGATGCTGCTGCTGAATACGCTCAATTGTTGGCTAAGAGATTGCATGAAAGAAAA 

GAAGAAAGAGCTGAAATTAAAAAGAAGAGAGCTGAATCTTTAAAGAACTAA 

YBR181C_YPL090C_homolog 236aa (SEQ ID NO 306) 

MKLNISYPANGTQKSMDIDDDTKLRVSTEKRMGQEVEGDSVGDEFKGYIFKITGGNDKQGVPMKQG 
VMHPTRVRLLLSKGHSCYRPRRTGERKRKSVRGCIVAQDLSVLALSIVKQGDNEIEGLTDTTVPKR 
rXSPKRANHIRKFFGLTKEDDVRDFVVRREVTKGDKTYTKAPKIQRLVTPQTLQRKRALKAKKVK^ 
QQQRDAAAEYAQLLAKRLHERKEERAEIKKKRAESLKN 
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YCL016C_hoinolog 1520bp public: 1 1079/1081 .. 1520, PathoSeq: 1080; 
CDS 501.. 1517 (SEQ ID NO 307) 

GTGACGAGAACTTCTGTCATCTCGAGTCTGCCAACTGCCTCTAACAGCAACAACAATAAGAACAAT 

GATAACGGAGGAGGATTATCCCATACAAACAGAATAGTTGTTGGTGTAGTTGTTGGGGTTGGTGGT 

TCTATATTAATTGGTTTGTTGGCCGTTTTArrTTACTTGAGAAAGAGAAACAACCGTGATTATC 

GGTGGATGGACTTTCTGGAGAAAGAATGAGAAATTGGGAAGTGATGAGTTCTTCAATGGTGAATTC 

GGTGTCAGAGACAGAAATATTAATCAAGGATCAAATTTTTAAACAAGGCTTATTTTGGATGAGGGT 

GGTrTTTTTTATAAGTATTTTGTAGTTGAATTTAAAATTTTGTACCTTA?^ 

TTTAATAAAAAGTGGTGATTTGGCAAACTTCAAGAGTATATTTGGTGAAAAAAAAAAAAAAATTTC 

GAACTGAACGCGTCTAACATCTTATACCTCTAAGCAAAATGTCAGAGTACTCTGTGTATCAACAGT 

TGAATGAAGATACAAACGCAACTAAATATACTTATAAATTACTACAGCTACCATCAAAGATACTAA 

ATCAACTTGAATCCAAGTCAACTAACTTGTATATAAAATCTGATATCAATTCCCTAGCATTATGCA 

CTGATTCAGAAACTTTCAAGTTACGACy^TGAACCATTCCAATACAGTCTTGCTATTGAA(^^ 

AACCTGACAACAAGTTAATTGGGTTTCAGAAAACCAGTTATGAATATGAGTTGACAGAAATCAAAG 

GTTCGATCGATACGTCCGATATCCCTATTTTCAACGGACAAACAGCAa^GCAACCTATTGATTTGA 

TAGCATTGGAAGATAATTCGATTTGTTCACATCAAGAGTTTIT'ATCGAATTGGTATGAGTTGGGAG 

GTTGTGAAATTGATAATGGAGCATATATAATGAGTGCAGATATTATTACTGAACTATTATATCTAT 

TAATCACCAAATTGATGAGTTTACAAGTGCACGAGTTTTCTCCGGAAGATGTTTO^TCCATCATCA 

CGCCCCCTTATAATGACTCAATGGTAACATCAATCATACACAAATTTTGCACTATAGAAAGTGAGA 

AATATCAATTGAATGATTTAAAAATTACACAGTGGTTTGGCATTGTTGAGATGTOy^;^ 

ATAAAATGACCGATATTTCAGAGTTCTTATTGAATTGGAAAACTAGTTTGCCGTCATTCTATAACC 

CTCCATTGGACATCAGTCAATTGGCAGGCTATl'AeTGCTCCCCAATCGAAAACAAJyVTATTC 

TCGACCCAGAATCTTTATCAGAAAATTTGAGTCAACGATTCAAAGAATTGTTTGAATTGGATAAAA 

GTTGGAACTATGATGAGTTTATTCCATTCATTAAAAAGTTTGTTCCTGCCGGTAAAAAGGTCGACT 

CAATTATTTTAAAGTATGGCAAGAAGAAGAAAGTTGGTAGAGATAGATTTATAGTCTGTCCTAGAT 

AA 

YCL016C_homolog 339aa (SEQ ID NO 308) 

MSEYSVYQQLNEDTNATKYTYKLLQLPSKILNQLESKSTNLYIKSDINSLALCTDSETFKLRQMNH 
SNTVLLLNKEPDNKLIGFQKTSYEYELTEIKGSIDTSDIPIFNGQTAQQPIDLIALEDNSICSHQE 
FLSNWYELGGCEIDNGAYIMSADIITELLYLLITKLMSLQVHEFSPEDVSSIITPPYNDSMVTSII 
HKFCTIESEKYQUTOLKITQWFGIVEMSKINHKOTDISEFLIJSrWKTSLPSFYNPPLDISQLAGYYC 
SPIENKILYVDPESLSENLSQRFKELFELDKSWNYDEFIPFIKKFVPAGKKVDSIILKYGKKKKVG 
RDRFIVCPR 

YCR073WA_hoinolog 710bp PathoSeq: 1..710; CDS: 315.. 707 (SEQ ID NO 
309) 

GGTGGGGTTCCCATTTTAATTTAAAAAAATTTTTTACCATCCAAAGGATTTTATTTACCCAAAGAC 

CAAAAAATTATTATTTGAAATGGGGATTAAAATGGGGATAATTTTATTTTGCCTGATGAAAAGAT^ 

AGTACCCGTTTGAAAGTCCTGATTCAAATTATGGTCAAGCTAAAAGAGAAATATTTGATTTAATO 

CTGGTGATAAAAAACCAAGAATTTTCCATGTTGATGAATCATTAATTGATGATTCTCAAGAAGCTG 

CTGATGAATATGAAAAACAATTGATTAATAATTTTGCTAAAAAAGATTCGGTGAAATTACCTTTAT 

TTGATTTATTTTTATTAGGTTGTGCACCGGATGGTCATATTGCTTCATTATTTCCTAATCAl^ 

AACAATTGAGAGAAAAATTAGCTTGGGTTTTACCAGTATCAAATGCTCCTCTGGGACCAGAAAATA 

GAATAACTTTATCTATCCCAGTTATATGTCATTCCGCAAGAGTGACATTTGTTGTTGAAGGGTTAA 

CTAAGGCACCAATTATTAAAACCATTATGGAAAGACCAGAAAAAGGTTTACCAAGTTCAATTGTTA 

ATGAAGGTGCTGCTGGTAGAGTGAGTTGGTTTGTTGATGATGATGCATTGAATGATTTGTTO 

TAACTAAAAAGAAATACAAATATTTATCTATACCTGAACCAAGTCATTAA 

yCR073WA_homolog 131aa (SEQ ID NO 310) 

VKLPLFDLFLLGCAPDGHIASLFPNHGEQLREKLAWVLPVSNAPSGPENRITLSIPVICHSARVTF 
WEGLTKAPIIKTIMERPEKGLPSSIVNEGAAGRVSWFVDDDALNDLFDITKKKYKYLSIPEPSH 
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YDL010W_homolog 1190bp PathoSeq: 1..1190; CDS: 501.. 1187 (SEQ ID 
NO 311) 

TGTTACAAAACATTCTGTTGGAGAGATAATTGAATTCAAAATTAACGTGTTGAATCCAACATTGAA 

CAATGAATACACGTCCAAGAAAAATTTGACATGATTAGAATCGCGGTCAATTACATTCCCGGAACG 

TCTTGGACTACTTGGATACAACAATGGAAAATGAGGAAAATGAGGAAAATGAGGAAAACGAGGAAA 

ACGAGGAAAATATTTACCGAAGAGTAATTATATTACAAGCATTGAAAGAGGAGAAGTGAACGCCCC 

AAACAGAAACAATACCGAACATCACAAAAAAAAAAAAAGACAACAGCTAAAATTTTTTGGTCAGAA 

CACAACTTTGGAAGAAAGAAAAAAACCGGAAAAAAGAAATTCATCTAAAACACATACACAATATAT 

ATATATATATATAAATATATCCATATACATATGCTTTAATTTAACCTTCCCGCCTTTCTTTTCTTC 

TTTTTGAATTATATCGATTTTAAAAACTACACTTCATCATGGCTGGAGTTAGACAATTAAGAATAA 

TAGCATTAACGGCCTTTGTCCTTGGTTTAATTTTTACTTTACATAAAGTTGGATCCAACGCTGCAT 

CCTTGGTTCATGCACAAGCATCAGACCAACAACCAAACAAACATAACACCAAAAGTACTACATATA 

CCGCCACTAATGACGAATCAGTTGCCAATCTCATTGATTCTAAAAATGATCCTCAAACTGATGACA 

AAATAAATCAAAAAATATCACAAGATCAAGATGAAGCCATCAATGGTAATAAAGACACTAATAAAG 

ACACCACCAAAGTCAAACCAGATAATGGTGAATATGATCCAATATCTGATTT6ATAAAAATTAGAT 

CATTATCACCAATGACAATTTTCAGTAAATCATATTGTCCATATTCAAAAAAGATTAAACTATTG 

TATTAGAAAAATATGATATAACACCAGCACCAAATGTTGTTGAATTAGATCGATATGAATATGGAG 

CTGAATTACAAAGTTATTTGACAGAGAAGAGTGGGAGAAGAACTGTGCCAAACGTATTGGTTGGTA 

AATCATTTGAAAGTAGGGGTGGTTGTGATGAATTTGAAAAACTTCATAAAGATAATGATTTGATTA 

AATTGTTAGTTGAATGGGGGTCTGGTCGTTTACAAGTTGCAAAGAAGAATACCCCATCAAATGCCT 

AA , 

YDL010W_homolog 229aa (SEQ ID NO 312) 

MAGVRQLRIIALTAFVLGLIFTLHKVGSNAASLVHAQASDQQPNKHNTKSTTYTATlSroESVANLID 
SKlSroPQTDDKINQKISQDQDEAINGNKDTNKDTTKVKPDNGEYDPISDLIKIRSLSPMTIFSKSYC 
PYSKKIKQLLLEKYDITPAPNWELDRYEYGAELQSYLTEKSGRRTVPNVLVGKSFESRGGCDEFE 
KLHKDNDLIKLLVEWGSGRLQVAKKNTPSNA 

YDL083C_YMR143W_homolog 1256bp PathoSeq: 1..1256; exon 1: 

501. .521, intron 1: 522. .848, exon 2: 849. .1253 (SEQ ID NO 313) 

AGTGGTTGTTCAATAATGGTAAGTTCTTGGAAATAGCCATTGTTGCTTTCTGGTGGTTAGACTTGT 

AGGAAGTAGAACTGTTTTCCAATGAAAAGTAGTTTTAATTAGAAAAATTTTCAAAGTGCGTGAAGC 

AAATTTCCCTTAGTGAAAATGCGAAATATATCTGTACTGGGAACCCCCCGGAAAAAAAAAAACCTA 
TGCTCAAAACTATATGTACTGTACACAATCTAGGGCTATAGCCCTAATATTGTACAGGAAGAACTT 

TGTTGTTAGTAGAGAGTGTCTCGCACTAACAGAACATTTTTTTCAGAACAGGAAAATTTTTGAAAT 

CTAACATCTTTTACTGAAAGCCAAGCATCAACACAATAATGTCAACCCAATCTGTT^^ 

AACGAATTGAAATAAAGAGATAGAGAGATGTTTTATTATCAAAATACGAAAGGAAAGGCAATTAAA 

AAAGGAAATCAAAAAGTCCCAACCTTGCAGTAGAAGAATTGAGGTATATGAATTTGATAGATAGCC 

AGAACGGTGTTACATAAATGGGATATAGAACAAAACTATACGAGGAGTTTGTTTCAACGATCATTC 

AATAACCAGAAAACGATAATATTTTAGCGACCATTAAATGACACTTGAAGGCTCACTGGGCCAATA 

GAATATCTCCATATACACTTTTGAACTATTTACTAACAATTTACTTTTGTTTCTAGACTTTTGGTA 

AAAAGAAGACTGCCACTGCCGTTGCTCATGTTAAAGCCGGTAAAGGTTTAATTAAAATTAACGGTT 

CCCC7ATCACCTTGGTCCAACCAGAAATCTTAAGATTCAAAGTTTACGAACCATTGACTTTGGTTG 

GTTTAGATAAATTCCAAGGTATCGACATCAGAGTTAAAGTCACTGGTGGTGGTCACGTTTCTCAAG 

TCTACGCCATCAGACAAGCTATTGCTAAAGGTTTGGTTGCTTACCACCAAAAATACGTTGACGAAG 

CTTCTAAGAACGAATTAAAGAAAATTTTCGCTTCTTACGATAAGACCTTGTTAGTTGCCGACTCAA 

GAAGAATGGAACCAAAGAAATTCGGTGGTCGTGGTGCCAGAGCAAGATTCCAAAAATCTTACCGTT 

AA 
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YDL083C_YMR143W_homolog 142aa (SEQ ID NO 314) 

MSTQSVQTFGKKKTATAVAHVKAGKGLIKINGSPITLVQPEILRFKVYEPLTLVGLDKFQGIDIRV 
KVTGGGHVSQWAIRQAIAKGLVAYHQKYVDEASKNELKKIFASYDKTLLVADSREMEPKKFGGRG 
ARARFQKSYR 

YDL125C_homolog 959bp public: 1..959; CDS: 501.. 956 (SEQ ID NO 
315) 

GTGGTAAGATATAGAAAGCTTACCACTTTGACAAGTTTGAAATAGGATGGGTGAAAATTTGGACAT 

CTTGAATACTTAAAATTCTGAACTTGATCACCAGATCCTTTTCTTTTACATAATTAGATATGATG^ 

ATAGGTTAGAATCGTCTTTAAAGAGAAGGTATAATATCTAACTGATTTGGCGAGGTGTTGGAAAAG 

TCACTCCACTGTATATATTCTCGGAGTTTAACGTACTACAGTTCAGTGGGGTGAATACCTAAATAG 

GGGGGTAGAATACGAACTCCTACAAATTTTAAGGAGACTATGACCCGAAAAGAGAAGAAAAATTTA 

TTACTCTAAGAACTTTATATACCTCCACAACTCACTTTTTCTTTAGTTTCATTCTGCTT^^ 

CTTACACATCTTAAGGTCAAACAATTTAACTTATTAGCTTGTGAAAATCTCACTTCAATTCAAGTT 

CTCTTTCAATTGACATTATAGTATTTCCCAATTCAATTATGGCTTCTCATGCTTCCTGTATA^ 

GTAAAATTATCAAAGGTGAAATTCCTTCTTTCAAGTTAATTGAAACTGCy^GACTTATTC 

TGGACATTCAACC/UVTTGCTGAAGCCCACGTTTTAATTATCCCTAAACACCATGGG^ 

ACAACATTCCAGACGACTACCTTAGTGACATTTTACCAGTTGTCAAAAAATTGACAA^ 

AATTGGACGAAAATAATACTCCAGAAGGTGAAGGTTATAACGTTTTACAGAACy^CGGAAGAATTG 

CTCATCAAGTTGTTGATCACGTTCACTTCCATTTGATTCCTAAAAAGGATGAGGCTACAGGTTTA^ 

GTGTTGGTTGGCCTGCTGAAGCCACTGATTTTGATAAATTAGGAAAATTGCAT6AGAAATTAAAGG 

AAGAATTGGCTAAGGTAGATAATGAaAAATTATAA 

YDL125C_homolog 152aa (SEQ ID NO 316) 

MASHASCIFCKilKGEIPSFKLIETAKTYSFLDIQPIAEAHVLIIPKHHGAKLHNIPDDYLSDILP 
VVKKLTKVLKLDENNTPEGEGYNVLQNNGRIAHQVVDHVmPHLIPKKDEATGLGVGWPAEATDFDK 
L6KLHEKLKEELAKVDNEKL 

yDL133CA^YDL184C_hoinolog 297bp PathoSeq: 1..297; CDS: 220.. 294 
(SEQ ID NO 317) 

CATAATTATTACATATAAACTCGCACTATAATTTTTTTTTTTTCTATTCTGTGTC 

GAGAGCCAGAGAAACCAAACTGACTGAGTGATCGTCTCTCAACAATTTATTTCTCCTCGTCTTATT 

TTTTTTCTTTCCTTTCTTTTCCTCTTCTTCTTCTTCTTCTTCTTTTTC 

CCAAAACACTAGTATTTCAACATGAGAGATAAGTGGAGAAAAAAGAGAGTTAGAAGATTAAAGAGA 
AAGAGACGGAAGGTTAGAGCTAGATCCAAGTAA 

YDH33CJL-YDLl84C_homolog 25aa (SEQ ID NO 318) 
MRDKWRKKRVRRLKRKRRKVRARSK 

YDL136W_YDL191W_hoinolog 1303bp PathoSeq: 1.-1303; exon 1: 

501.. 503, intron 1: 504.. 943, exon 2: 944.. 1300 (SEQ ID NO 319) 

TATTGTCTGATGCTATACGGAATGGGCGTTACAAATATACAAACTTATATTTGAAAGTAAATTCTA 

TTATTTTCTTCTATCGTATGCATACCGATTATTATCACAAGGACAATTGCCTATTGTTGTGTGGAA 

TAAATTTAAAATCCTTCTTATTGGTGTCTAGACTTTGCTTTTTGTGGTGATTAGGGCTTTAGCC 

ATCACGTGAAATACTGTATATAAAAAATTCTTTATAGCGCGATAAAACATATTTTTTTTCCGTATT 

AACA^^TATGTGTGAAGTTTTGTCCTGGTGTTTTCTCACTGTTTTTCCTTTTTTTTC^^ 

CAATTAACGCTTAGATCCAATACAGTTTTGGTAACTTGTACACGAACAAAATCTCAAATTTGTTAC 

TGTGTGAACCAACAAGGAAGAGAAAAAAAAACCCATACAAAAATTTTTCAGTATCAAGGAATTAGA 

AGAGACGTTTAAATCAACAAAGTTCAAATCTATCAACAATGGTATGTTTAATATCGATATTATCCA 

TAGATGTACATGTATCCTAATGGGTTTCATTATTTGGAAAGTTATGTTTATGGGAGTTCTAT^ 

TAAGATATGGGATAAGAATTAAAGTATTGGATGAGTAGTACAAGACCAACAAAGAGAAATAGCCCC 

CTTTCCCTCCACTATTCAATATACTCAACAACATTATCAAGTTAAAAGTTCAGAAGATACACGTAA 

ATGAAAAGTTAATACCAAGAAGAATACA?^TTACCA6TCCATACCGTGTTTGG6TTTAGATTACTA 

TATTTTACAAGAAACATATTATATGAAATGATACCCAATCCACAGC6ACTTTTCAGATAGCCAAAT 
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AACTAAGCAACTCAAGATAACATAGGATCATGCATCAATCACAAATGAAACATT7UVTACTAACTAA 
CTTTTTTTTTATTTATTAGGCCGGTGTTAAAACTTTCGAATTAAGAACTAAATCTAAGGAACAATT 
AGAATCTCAATTGGTTGAATTGAAACAAGAATTGGCCACTTTAAAAGTTCAAAAATTACAAAGACC 
AAGTTTACCAAGAATTCACACTGTTCGTAAAAAai^TTGCTAGAGTATTGACTGTTATTAACTTGAA 
TCAAAGAGAAAATGTTCGTGCCTTTTAC6CTGGTAAAAAATACATTCCAAAAGATTTAAGAGCTAA 
AAAGACTAGAGCTTTAAGAAGAAAATTGACTAAATTTGAAGCTTCTCAAGAAACTGAAAAAGCTAG 
AAAACAAAGAATTGCTTTTCCy^CAAAGAAAATTTGCTATTAAAGCTTAA 

YDLl36W_yDL191W_homolog 120aa <SEQ ID NO 320) 

MAGVKTFELRTKSKEQLESQLVELKQELATLKVQKLQRPSLPRIHTVRKNIARVLTVINLNQRENV 
RAFYAGKKYIPKDLRAKKTRALRRKLTKFEASQETEKAEKQRIAFPQRKFAIKA 

YDL167C_homolog 2690bp PathoSeq: 1..1640, public: 1641.. 2690; CDS: 
501.. 2687 (SEQ ID NO 321) 

CTCTGTGTAAATTGATGAAATCCACACAATAAAAATTTTCTTTCTTCTTTTAAGAACCTAAAAACA 
GAATCAACATTATTTGCCCCATACATATCCAAGAATTAAATACTTATTAGTTCTAAGTGGAATAGA 
AGAGAATCAAACTTAACATTACTGTTACGCAACGTCAAGAGGGCATTTTTTTTAGTTTTAATTTC 
TTCATTTCAATTGAATCTTTAAGAATCACCGAGTATACATACTTTCTTTTGTATTTTATCAGGGAA 

CTATTGAATTTAAGTTTGATATGCGAGAGAATATTGTGGATTGTATAAGTTTTGAACTGGACT^ 

ATACTTTGAGGGGCTTAATCATATATTGCATTTTATACCCTACTCGCGGTGTTGCTTACCAC^ 

ACTAGTATGATCTTTCTGAGATTTCTAGCCAATAAATTATGAGTGATATTTATATTATTATTCATA 

TTTCTACTACCTGTGATGACTCGCCGACATTTGTCACTAAGGATTCTTCCGAGTTAATTGAATTTG 

CTTGGGAAACAGTCGATAGTGTCACTTTGGAAACTTTATACAAAGGATCAAACTTGGTTCGTCCAA 

CCAACACACCTATCACACCTTACTGCTCGAAGATTCATAGAATAACATGGGACAATGTCAAAAATG 

CTGGGTCGTTCAAAGACGCCATCACAAACTTTGATCAATACGTACAAGAACACATAATTTCCAAGA 

AAAAGGAGTTTTCAATTGTGATGTTTGACATTTCCAAATTGAGAGTTCAGTTGGTTCGTGAAGCTA 

GAGACAAATCCGTGGTTTTACCCTCGTATCTACAACATCCAAGGATTTTTGATTTACCAAGAGAAT 

ATTTAAATTGGCAATCTAGCCACCCTGAAACATTATCATACCCCCCAACTTCTTTAACTAATATTA 

TTACTGCATTAGAAGTTGAGGTTGAGAATATATCTGAATATGTCGACTTGCCAAACTTTTCTTCCA 

CACCATCACCATCAAAAGCTTCAGCAACAACGACGACGACAACTGCAAATGTCACAGCCATTGACG 

TCCTTTCCAGTGAAACAGAACCAAATGGTAAAGTCATTGCAAATTTGCACGCCAAAATTGCCAAAC 

AATTGATCAAAAAATCCATCCCTGTTGAGAATCACCCTAATGTATTTACAAGACCTTTT6ATTCGG 

CTCAAGATATCACTGCTTTTACATCAGAAAGATCAAAAGTACTCTATCTTTCCAACTTGCCAAACG 

ACACCACACAATCAGAGTTGGAATCTVTGGTTCACTCAGTATGGTGGAAGACCAGGTGGGTTT^ 

CTTTTAAGTCTGCAGATGATAACAATAATAATAACAACAACAATAGCAATGGCGGGAAAGGATATC 

AGAATGCGAGAAAATATGGTATTTCAGGGTTTGTGGCCTTTAATACTCATGAGGAAGCAGTTGATT 

GTTTAGCTTTGAATGGGA6AGTGTTGAATGATCGTCCTATTGAAGTTCAAGCGTCTTCTAGTAAAG 

TGTTTGATATGGCCATGGATAAATTGTTGTTGACTCTGTTCCCACTCTCAAAGAACAGACCTAGAC 

CCGGGGATTGGACTTGTTTATCTTGTGGGTTTTCCAATTTCCAGAGAAGAACACACTGTTTCAGGT 

GCTCTTTTGCGGCAGTGGCGTTTCAGGATGTTTTTAACAGTAATACAGGCAATGCCAACGGTAATG 

GCAATGTTAGCGGCAACCACAACCACAACCACAATAGTGGAGCTCGCCGTGGCATGAATTTACAGC 

CTGCTCAAGCTAATGAGAAAATTGGAACAGGCAATATTAGTATTCCTTCTTACAACGATCCy^TCA 

AGGGTCCAACAGGTAATGTCACTAATCACCTCAACyATTCTGAGACCAATTTACTGAACAACACTA 

ATCTTAACAACAACAATCATCATAGTAATAATTATCACAATAACTACCATCACCACAACAACAATA 

ATAACAATCATGGGAATAGCAATGGTAACACCATACATGGTCGTTCCCATTATAACAATAGTGTTC 

CATTTAGAGCAGGTGACTGGAAATGTGAAAATTGCATGTATCACAATTTCGCCAAAAATTTGTGTT 

GTTTAAAATGTGGTGTCGCCAAACCTGCTATTAACAATCAACAAAATAATACAATTCATTCGGTGA 

ATTCAACGGCCGCTGCCATAGCTGCAGCAACAGCCAGTGGTCAACCTTTAAACTTGAATAATAATG 

CATTTTTGAACCTTCAGCAACAACAGTCTCAGTCACAACCCCAAGGTCAGCACCATTACAACCAAC 

ATTCTCGTAACAACAATGCTTCTGGGGCATCAAAGTTCAACAATGGCTACAACCCAAAGAATCAGT 

ATTACAATAATAATAGCAAGAATCTTAGCAACAATTTTGGTCTTAATGGTATGCATCAGCAAAACC 
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AAAATCi^TTTTGATGTATTCACAACAATTGCAACAACAACAGCAACAACAACAGCAACAACAGC 
AACAACAGCAACAACTVCCAACAACAGCAACAACy^GOW^CAACAGCAACAGCAACJ^CATGATTTJ^ 
ATGGAAGTAGCTCTTCCCATCa^CTGAAACTTCAATTGAATAATACTTQA 

YDLl67C_homolog 729aa {SEQ ID NO 322) 

MSDIYIIIHISTTCDDSPTFVTKDSSELIEFAWETVDSVTLETLYKGSNLVRPTNTPITPYCSKIH 

RITWDNVKNAGSFKDAITNFDQYVQEHIISKKKEFSIVMFDISKLRVQLVREARDKSWLPSYLQH 

PRIFDLPREYLNWQSSHPETLSYPPTSLTNIITALEVEVENISEYVDLPNFSSTPSPSKASATTTT 

TTANVTAIDVLSSETEPNGKVIANLHAKIAKQLIKKSIPVENHPNVFTRPFDSAQDITAFTSERSK 

VLYLSNLPNDTTQSELESWFTQYGGRPGGFOTFKSADDNNNNNNNNSNGGKG^^ 

FNTHEEAVDCLAIJ«GRVlOT3RPIEVQASSSKWDMAm)iaiLLTSFPLSKNRPRPGDWrCLSCGFSN 

FQRRTHCFRCSFAAVAFQDVFNSimSNANCaSIGNVSaSIHNHNHNSGARRGMNLQPAQA^ 

SIPSYNDPIKGPTGimTJHIJSINSETNLSNNTNLNlSn^^ 

GRSHYNNSVPFRAGDWKCENCMYEINFAKl^CLKCGVAKPAirOTQQrnn'IHSVN^ 
GQPLNIJJNNAFLNLQQQQSQSQPQGQHHYNQHSiaJNNASGASKFNNGY]«»KNQYY]!^ 
GLNGMHQQNQNQILMYSQQLQQQQQQQQQQQQQQQQQQQQQQQQQQQQQQHDLNGSSSSHQSKLQL 
NUT 

YDR238C_homolog 3359bp public: 1 1467/1469 .. 3040/3042 . .3359, 
PathoSeq: 1468/3041; CDS: 501.. 3356 (SEQ ID NO 323) 

AATAGCATTGAACAAGAAGAAGAGGACAACGATAGACCAAGGTTGGTTTTAGCCAATCCTGATTAT 

GATAGTGATGACAGTTCATAGACAAT-TTACAGCCTTAAATGGATATATATGTATATTTA^ 

AGGACTTGTTTTTTTTAGTAACTAGTGTGATCTCTTTTCTGGGTGTACAT^ 

GGTTATATTTTAGCAGTTTATAGACAGTGTTATCGATGGGTAATATAAATAAAAGCTCATTGAATA 

CTATCTAGTGAAAAGTCGTGTGTAAATCGATTTGAAAAATATAAAACCATACACGTAAATGAAATG 

TGTGTGAAAGTACa^CAACAACGAAAAAGAACAAAAAAAAAATGTTGTCCGCCAAAAAAA^ 

AGAACAACAAATCAAAGTTTCyAGACTATCTa^AATCTTGTTGTOiCCATAACT 

CCTCTTGAACCAAOITCAAATTGAATAAACATAGGATCATGAGTGACAGTGGTTATACATTAATCT 

ATGAGCCTAATACGGCTACGAAAGTATCTGTCAATGAATTTAAAAATTTGTTGGAAAAGGGTAAAG 

ATGATGTGAAAGTAGATACCATGAAGAAGATTTTGATTACCATATTAAATGGAGACCCCTTACCTG 

ACTTGTTGATGCATATAATCAGATTTGTCATGCCTTCCAGAAATAAAGAATTGAAAAAGTTGTTGT 

ATCATTATTGGGAGGTTTGTCCAAAAATGGATGAATCAGGTAAAATGAGACATGAAATGATTCTTG 

TGTGTAATGCCATCCAACGTGATTTACAGCATCCAAATGAATATATTCGAGGCAATACTTTGAGAT 

ATTTGACGAAATTGAAAGAGCCAGAATTATTGGAAACTTTAGTTCCTAATGTCCGTCAATGTTTAG 

AACACCGTCATGCCTATGTCAGAAAAAATGCTGTTTTCGCATTATGGTCTATTCATAAAGTC^ 

ATCATTTAGCTCCTXSATGCTGACGAGTTAATTTACAGATTTTTGTATGAGGAAAACGAT^ 

GTAAAAGAAATGCTTTTGTTTGTCTTGGAGACTTGAATAGAGAAGCTGCTTTGa^ 

ATAATATTTCAGTTATTGAGACTTTGGATCCATTGATAa^TTGGCTTTTAT^ 

AGGACTCTATTCAAAATCCAGCTTTAAAGCAACAATATGCCCAATTAATGACAGAAATTATTGAAA 

GCTCTTCAAATGTTGTTATGTATGAAGCTGCTAACACGTTGACTGTTTTGACTTCAAACCCACAAT 

CAATTTTGTTGGCAGGAAACAAGTTTGTTGAATTGGCTACTAGAGAGTCTGATAATAACGTTAAAA 

TTATCACTTTAGAGAGAATAAATCAATTACACAAGCAACATCCTGGTGTGTTACAAGACTTGTCAT 

TAGAAATTTTACGAGGTTTATCTTCCCAAGATTTGGATGTTAAAAAGAAAGCTCTTGATGTTACTT 

TACAATTTATCACCACCAGAAATGTTGAAGATGTTGTTAAGTTATTGAAGAAAGAATTGCAGTCTA 

CAGCTTTATCCAATGATGACAAGAATGCAGATTATAGACAGTTGTTAATTAATGCCATCCATa^ 

TGGCTATTAAATTTGTGGAGGTTGCTGCCAATGTCATTGATTTATTGTTGGAT^ 

TGAATACCACn^CGCCTACGAGGTTATCACATTTGTTAAAGAAGTTGTTGAGAAATTCCCAGAOT 

TAAGGGACGCTATTTTGAGAAGATTGATTTTGGCTTTGCCACATGTGAAAAGTGGTAAAGT^^ 

GTGGTGCATTATGGGTTATTGGTGAGTATGCCTTAGAGGAATCATTAATACAAGAATCTTGGAAAT 

ATATTAGAGGAAGTATTGGTGAAGTACCAATTATTGCTAGTGAATTGAAACTGAAAAAGCGTGATG 

ATACTGAGGAATCACAAGAGGAAGAAACCGAGTAT6ATGGTAAACCTCGCAGAAAGGGTCCAGTTG 

TATTGCCAGATGGTACCTACGCTACTGAGTCAGCATTGACAAGCGAAACAACTGACTCTTTGGAAA 

GTGACAGCy^GACTCCTATCAGAAAGCAAATTCTTGCTGGTGATTTCTACTTAGGTGCTGT^ 

CATCAACTTTGGTGAAATTGATTCTCCGATTGCAAAGTTTGAAACAAACTCAAG^^ 
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ACGGATTAAAAGCAGAAGCATTGTTGATTATGGTTTCGATTTTAAGAGTTGGGGAATCTAGCTTGG 

TTTCTAAGAAAATTGATGAGGATTCTGCTGACAGAATTTTGTCTTACATCAAGATTTTGAACGATG 

AAGAAGACCTTCAGGAAATCAAGACAAGCTTCCTTGAAGATACTAAAGATGCATTTAAAGCACAAA 

TTAATAATGCTGAATTGAAGAAAGCAGAAGCATTGGCTAAGGATTTGCATGATAACGCTGAAC 

TTGACGATGCAATTGTTTTTAGACAGTTGGATAAAGATAACAAAAAGAGTAAAGCTTCTGTGG^ 

TTATACAATTGACTGGGTTTTCCGATCCTATTTACGCAGAGGCATTTGTCAAAGTTCATCAATACG 
ATGTTGTGTTAGATGTCTTGCTAGTGAATCAAACCACAACTACTTTAAGAAACTTATCAGTTGAAT 
TTGCTACATTGGGTGATTTGAAAGTGGTTGATAAACCAACTACCGCAAATATTGGACCTCATGGTT 
TCTACAAAGTTCAAACAACTATTAAAGTTACTTCGGCTGATACTGGTGTCATCTTTGGTAACATAG 
TGTATGACGGTCAACACTCGGACGATTCACGTATAGTTATTTTGAATGACGTTCACGTTGACATTA 
TGGATTACATTAAGCCAGCCACTTGTTCAGAAAGTCAATTCCGTAAAATGTGGAACGAATTTGAAT 
GGGAGAATAAGATAACCATTAAATCACCTATTGAAACATTGAAAGAGTACTTGGATGAATTAATGA 
AGGGTACAAATATGCAATGCTTGACACCGGGTGCGGTAATTGGAGAAGAATGTC7ATTTTTATCAG 
CAAACTTGTACTCAAGGTCAAGCTTTGGTGAAGATGCATTGGCTAATTTATGTATAGAGAAACAGA 
GTGATGGACCAATAATTGGTCATGTCAGAATAAGATCAAAAGGTCAAGGTTTGGCTTTGTCATTGG 
GTGATAGAGTAGCTTCCATTTCAAGAAAAGGTAAGAAGGCAACTATTGCTCGTGTTTAA 

YDR238C_honiolog 952aa (SEQ ID NO 324) 

MSDSGYTLIYEPNTATKVSVNEFKNLLEKGKDDVKVDTMKKILITIIJJGDPLPDLIJIHIIR^ 

lymiLKKLLYHYWEVCPKMDESGKMRHEMILVCWAIQimLQHPNEYIRGOTLRYLTKLKEPELLET 

LVPNVRQCLEHRHAYVRKNAWALWSIHKVSDHLAPDADELIYRFLYEENDSVCKKNAFVCLGDL^ 

REAALQYIQDNISVIETLDPLIQLAFIEFIKKDSIQNPALKQQYAQLMTEIIESSSNWMYEAANT 

LTVLTSNPQSILLAGNKFVELATRESDNNVKIITLERINQLHKQHPGVLQDLSLEILRGLSSQDLD 

VKKKAIJDVTLQFITTRNVEDVVKLLKKEI^STALSM)DKNADYRQLLINAIHQLAIKFVEVAA^ 

DLLLDSIADLNTTAAYEVITFVKEWEKFPDLRDAILRRLILALPHVKSGKVFRGALWVIGEYALE 

ESLIQESWKYIRGSIGEVPIIASELKSKKRDDTEESQEEETEYDGKPRRKGPWLPDGTYATESAL 

TSETTDSLESDSKTPIRKQILAGDFYLGAVLASTLVKLILRLQSLKQTQEKILNGLKAEALLIMVS 

ILRVGESSLVSKKIDEDSADRILSYIKILNDEEDLQEIKTSFLEDTKDAFKAQINNAELKKAEALA 

KDLHDNAEQIDDAIVFRQLDKDNKKSKASVDDVAAASGSNELKKENLSSRLNKIIQLTGFSDPIYA 

EAFVKVHQYDWIJ>VLLVNQTTTTLRNLSVEFATLGDLKVVDKFITANIGPHGFYKVQTTIKVTSA 

DTGVTFGNIVYDGQHSDDSRIVILiroVHVDIMDYIKPATCSESQFRKMWNEFEWENKITIKSPIET 

LKEYLDELMKGTNMQCLTPGAVIGEECQFLSANLYSRSSFGEDALANLCIEKQSDGPIIGHVRIRS 

KGQGLALSLGDRVASISRKGKKATIARV 

YDR294C_homolog 2270bp p\iblic: 1 278/280 .. 2270 , PathoSeq: 279; 
CDS: 501.. 2267 (SEQ ID NO 325) 

GTTTGATCACATGTGTTGTGAACACTCGGGTAATACAAAATAGTGAGAGAGAAGAAGGGGAAAAAA 

AAAAGCAGAACACAAAACATGGAATTTGAAAACAATTTTGTAATTCAATCGATCCGAGACTTCCAT 

AGCAAAGTTAACAAGCACAATTGTCATTTTAACTTAATTGGTGGATTAATCGGGATCAATCTGAAT 

TGTTTCCCGTATTGTTTAAAACCAAAGAAAAAGGATAATCaU^CrAAATCTTTCATATT^ 

ACCATTTTGTAGTGGTCAGTTTATATAATTATCCACTGTTCTCTTCACAATTAAAAAAAAAAAAAA 

AAAGAAAAAAGAAAGCTCTCTCTCCCCCAAAAGAAAAAGCAAAGGTAATTCCTTCATACACACCTT 

TGATATCTTTCCTCTTAGACTTTTCTTTTAATACTTGCATCAATTGGAATATTACTTGTTCATACT 

GGAGTTTTCATTGAACTAAATATTATTAAAATATTATTATGCTTGAATTGAATTCAATTACGATTC 

CTCGGAATTTCACTGAATTCCAACTCACAGCATTAAAGATCTACTATCAACTTAAGATTTTATTTC 

TTGCCACATACTGTGCTCAAGGATCATTTGGCTTGAACGGTTCAGTCTGTTTAGCAAGAGATATTT 

TTGTTGGCTATGTTGTATACACTCAATTATTAAAGCTTTATCGAGTATTAAGAGGGTACGGTATTG 

TAGATTCTATTCGAAGGTTATACCTATATGTTAGTTCTACGGTGTCATCTCAAATCTTTTCACTAC 

CATTTATTAAATCCAAAATTGACAAGGAATTGCAAGCGACTATTGGCAAAGTAGAAGAAGAGATTA 

TGAAAAACGATCCACAGTTATTACAGTTTCCCGAATTGCCAGAACAGGGTATTGACGCTGACAATG 

TTTCCTTGGAGTTGGATAAATTAC?^AAACTTGAAACATTCTGACTGGATCAATGGAAGAGTCAGTG 

GAGCAGTTTATCATGGAGGTGAGAATCTATTGTCATTACAAGTTGAAGCTTACAAGAAATACTCGG 

TGGCCAATCAATTGCATCCCGATGTTTTCCCAGGTGTGCGTAAGATGGAGGCCGAAGTAGT^ 
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TGGTTTTGGATATCTTTAATGCTCCGAGTGACGGGTGTGGATCGACAACTTCGGGAGGTACTGAGT 

CGTTATTGTTAGCCGGGTTGTCAGCTAGAGAATATGGGAAGAAATATCGTGGAATAACTGAGCCTG 

AAGTCATTGCCCCCGTGACAATACATGCGGGAATTGAAAAAGCCTGTTTTTATTTTGGAATGAAAT 

TACATAAAGTTGACTTAGATCCGGTTACCTTTCAAGTTGACGTTAAGAAAGTAGAAAGATTGATCA 

ATAGTAATACAGTTTTAATCTGTGGATCAGCCCCAAATTATCCTCATGGAATAATTGATGATATAG 

AGTCCTTATCCAAGTTGGCAGTCAAGTATAATATCCCGTTGCACGTTGATGCATGTTTGGGGTCAT 

TTATTGTTTCGTTTTTAGAAAAATCAAAAGTACATGGCGATAGGAAATTGCCCATATTT^ 

GATTACCAGGTGTCACGTCAATCTCATGTGATACTCACAAATATGGGTTTGCTCCCAAGGGGTCAT 

CAATAATTATGTACCGTTCGCCAAAATTACGTGA6TGTCAATACTATATTGCAAGTGATTGGACGG 

GTGGAATGTATGGTTCTCCyACTTTGGCTGGTTCTAGGCCAGGTGCTCTTGT^^ 

CTACATTAATOUVTATTGGGAAACAAGGATACy^CCAAGTTTTGTTACGATATTGTGCTGC^ 

TGAAAGTTAAACGAGCAATTGAAACTGACCCGATACTATCCAAACATTTACAAATTATTGGTGATC 

CAATTGGGTCGGTAATTTCGTTTO^CTTGCACCTCAGCAATCGGGAAATTTAAGTATC 

TTAGTGATTTGTTGACCAAAAAAGGTTGGCATTTTGCAACTTTACAAAACCCATCAGC 

TTGCATTTACAAGATTGACTGTCCCGGTGGTCGATGAATTGATTGCAGATTTGGTTC 

AAGAAGCGGTGGCAATTGCCGAGGAACACAAAAAGAATGGAGTGACCAAAGCTC(y^GGTGATACTG 

CTGCGTTATATGGTATAGCTGGCAGTGTACATACAGCTVGGGTTGGCTGATAGATTAATTGTTGCA^ 

TTTTAGATACCTTATACAAAATTTGA 

YDR294C_homolog 589aa (SEQ ID NO 326) 

MLELNSITIPRNFTEFQLTALKIYYQLKILFLATYCAQGSFGLNGSVCIJ^IFVGYVVYTQLrJ^ 
YRWiPvGYGIVDSIPJUL.YLYVSSTVSSQIFSLPFIKSKIDKELQATIGKVEEEIMKNDPQLLQFPEL 
PEQGIDADNVSLELDKLQNLKHSDWINGRVSGAVYHGGENLLSLQV^YKKYSVANQLHPDVFPGV 
RKMEAEVVHMVUDIFNAPSDGCGSTTSGGTESLLIAGLSAREYGKKYRGITEPEVIAPVTIHAGIE 
KACFYFGMKLHKVDLDPVTFQVDVKKVERLINSNTVLICGSAPNYPHGIIDDIESLSKLAVKYNIP 
LHVDACLGSFIVSFLEKSKVHGDRKLPIFDFRLPGVTSISCDTHKYGFAPKGSSIIMYRSPKLREC 
QYYIASDVTOK3MYGSPTLAGSRPGALWGCWATLINIGKQGYTKFCYDIVSAS^IKVKRAIETDPIL 
SKHLQIIGDPIGSVISFQLAPQQSGNLSiyEISDLLTKKGWHFATLQNPSALHFAFTRLTVPWDE 
LIADLVEATKEAVAIAEEHKKNGVTKAPGDTAALYGIAGSVHTAGLADRLIVAFLDTLYKI 

YDR430C_homolog 3605bp PathoSeq: 1.. 330/1927, public: 

331. .1926/1928. .3605; CDS: 501. .3602 (SEQ ID NO 327) 

TTCAATTTTTTTAAAAAAATAGCAAAAAGGTATTTCTTAGAAATTGAAAAAAAAAAATCAC^^ 

AATTTATAAAACCGGATAGGGCCGTTATCGCAGGACGTGTCCCATGATCAATCTACAATGAAATGA 

TTCACATGAAATATGTTACAATTCCACACTTGCTGCTAAAAAGCAACAGTTTTGCAATAGAGAAA^ 

GCATGATATACTATCGATAATATCTTTCGATAAGAACTTAAATGTAGCAACGTTGAATTTTAAT^T 

AAAACTTCCTTTTCCTGGTGATAAATTTTGACTTTGJ\AGCATAAAGAAGACAGAGCTAAAAAAAAA 

CTACTCTCTAGACAAAATCA/^CCTCGAATATATTTTTGGTGTTTCTTTTTTTTTTT^ 

AAGAATCACTCCAACAAGTTTAAACTACATTATCAATTATGTTGAAAACTAGATTAAAACAAAGCA 
GGGCCATAAGTCGGGTTGTAAGAAGATATGCATGCTCACACCCCATTTCTCCCAATCTTGATAAGT 
ACCCAGTTGGTCTAAAATTGCATGGTTACGAAGTTACCCAAACATCACCTATCCCAGAATTTTCrc 
TCACTGCTGTATCATTAAAACACACAGAGAGTGGTGCAACTOICTTACATTTGGATTCCCCTAATC 
ACAGTAATAATGTATTTCTGATTGCCTTCAAAACAAATCCTCCAGATAATACTGGGGTTCCCCATA 
TTTTAGAACATACAACTTTGTGTGGTAGTAAAAAGTTTCCGGTCCGTGATCCATTTTTTAAAAT^ 
CCAACAGGTCGTTGAGTAACTTTATGAATGCAATGACAGGCCATGATTACACATTTTATCCATTTG 
CTACCACCAATTCAAAGGATTTTGAAAACCTAATGGATGTGTATTTATCGTCAGTGTTTGAACCGC 
AATTAAACCATACCGATTTCTTGCAAGAAGGATGGAGAATAGAAAATCAAAATGTTCATGACATAT 
CGTCCy^GCTTGAATTCAAGGGAGTTGTATATAATGAAATGAAGGGCCAGTATTCGAACTCTGCAT 
ACTACTTTTATATCAAGTTCCTTGAGAGTATATATCCATCCTTGAATAATTCAGGGGGTGATCCCA 
AGAAAATTGTTGATTTGCTGTACGAGGGTTTACTAGAGTTTCACCTGAAAAATTATCATCCATCA^ 
ATGCAAAAACATTTACTTATGGAAAATTACCATTGGAAGACAGTTTAAGTAAAATAAGCAAATACT 
ATGAATCATTCGAAAAAAAGGTGTCTTCAGTTGACGTCAAACAACCTATATTTTCTACAGATAAAT 
CAGAAATCTTTGATGTCACCATCXrCGGGTCCAGTTGATACyATGAATGGTAAAGAGACTTa^^^ 
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AGTACTGCACATCTATCACCTGGAACTTGGGTAATCCATTGGATCCi^CATGCAGTATGATATTT 

TTAAATGGAAAATATTGAGCTCATTATTGTTTGATGGACACAACTCTCCTTTCTATCAAGA 

TTGAAAGTGGATACGGTGACGATTTTTCTGCAAATACTGGGTTGGACTCAACCACCGCGTTGCT^ 

CGTTTACTGTTGGTCTCAACTACTTAACCAAGCAAAAAGTTGATAATTTTAATGAAAAAGTTATGG 

AAATCATTAATAATAAAATCATTCCCGAATTAAGTAACGAAGAGTCCTCTTCATATCATGGTAGAA 

TTGATGCTATATTGCATCAAATAGAT^TAGGATTCAAAAGACACAAGCCCGATTTTGGATTTGGAT 

TATTGAGCTCTATTGTTCCGTCATGGGTGAATGGAGTTGATCCAATTGACACCTTGCAAGTGGAAA 

AGATATTGTCGCATTTTAAAGAAGATTATAAACAAAATGGTTTAAGGATCTTTAAAGAATTATTAG 

AAAAGACATTGTGTAACCCTCATTCGCAAAAATTTAAATTCACCATGGAGCCAAGAGAAGATTTTA 

CCAAACAATTGGTAAAAGATGAGAATTTGATGATCGAGAAAAGAGTAAGTGAACTCACAGAAGATA 

ACAAGAAGGCAATCTATGAGCAAAACTTGGAATTAGCTAAATTACAATTGGAGGATCAAAATACAG 

AAGTTTTACCCACATTGACTATTGATGACATTCCAAAGAGAGGTGATTTTTATGCCATTGATTTGG 

GCCAAGTAAATAAGAAAGTTGTACATGAAAGGGTAGTTGATACCAATGGCTTGGTTTATGCCAACG 

CTTTAAAAGATATTTCCTATTTACCCACCAAACTTTACAAGTACCTTCCATTGTTTAACAACTGTT 

TGACGAACCTTGCTGGAACAGAAAACACACCCATTACGGAGTTGGAAACTAAAATACAAATGTTAA 

CTGGCGGGATAACATTTAGTTCTAAAATATCGACTGACCCCTATAATATTGAGCAACTAAAATTAC 

AGTATGTGTTAAGTGGAATGGCTTTGAAAGAAAAGTC:yi.TCCTCAGTTTATGATTTATGGTTGGAGA 

TTTTAACTACTACCAAATTCGACACCy^GTGATGAGGTATTAGAAAAGTTGTCAGTTTTGATTAAAA 

ACATGGGACAAAACCAAATCy^TAATATTGCTGATCGCGGTCATTCTTATGCGGCTGCTGTGAGCT 

CACTGAAATTGACACCGCTGAAATACATCAGTCACATCGTTTCAGGTTTGAGTCAAGTT^ 

TAATGGAGTTGAACTCCAAATTAGAATCAGAAGGGAAAGAGTACTTGGCa^GAGATTATTCCGA 

TATTGCAAGAAATACAAAAGTATGTATTGCAAGGTGAATTCAGGTATAGACTAGTTGGAAATCAAG 

AGATTATTGTTGAAAACGAAAAGCTTATTGAGAAATTTGATAAGGATATTTCTTCGAACAGACCAA 

CTTTATCGTTAACAGTAACAGATGGTTTACTGGCATTGTTGAACTCATTCAATTACAATCATACAA 

GTGAAAATGTCTTAGTTAACTTACCATTTCAAGTGGGATACTCTTCATTAGGTAAGATTGGCTCTT 

CGTATTCATCAAAGGATGGTGCTTCTTTACAAATATTATCTCAGTTATATTCCTTTAAAAATCTAC 

ATTCCAAAATAAGAGAAAGCAATGGTGCATATGGAGGTGGTTTGACATATGATGGGTTGAACGGGA 

CATTAAACTTTTATTCGTATCGTGATCCTAATCCTGTTAAGTCGATTCAAACTTTTAGAGATTCCT 

TACTGTATGGACTTGATGCTAATTGGAACGATAAGGATTTACAAGAGGCTAAGTTGCGGGTTTTCC 

AAAGCGTCGATGCTCCAATTAATATCTCTTCTCAGGGTGCTAGTGCCTTCTTTGAAAATATAGATG 

ATTACTTGAGACAGGAAAGAAGAGAAAACnTTTTGGGTACCACTTTAAAGGATCTCAGAGATGTGA 

CTGAAAAGTATCTTGTTGATAACCAAAACAACCTTGTCACTGTTATTGGTGACAATGAAATT^ 

ATGTCGATAATAAATGGCAAATTAGAAATTTTCAAGTATAG 

YDR430C_homolog 1034aa (SEQ ID NO 328) 

MLKTRLKQSRAISRWRRYACSHPISPNLDKYPVGLKLHGYEVTQTSPIPEFSLTAVSLKHTESGA 

THLHLDSPiroSNNWSIAFKTNPPDimSVPHILEHTTLCGSKKFPVRDPFFKMTmSLSNFMNA^ 

GHDYTFYPFATTNSKDFENLMDVYLSSVFEPQLNHTDFLQEGWRIENQNVHDISSKLEFKGVVYNE 

MKGQYSNSAYYFYIKFLESIYPSLNNSGGDPKKIVDLSYEGLLEFHSKNYHPSNAKTFTYGKLPLE 

DSLSKISKYYESFEKKVSSVDVKQPIFSTDKSEIFDVTIPGPVDTMNGKETSEQYCTSITWNLGSJP 

LDPWMQYDIFKWKILSSLLFDGHNSPFYQELIESGYGDDFSANTGLDSTTALLSFTVGLNYLTKQK 

VDNFNEKVMEIINNKIIPELSNEESSSYHGRIDAILHQIEIGFKRHKPDFGFGLLSSIVPSWVNGV 

DPIDTLQVEKILSHFKEDYKQNGLRIFKELLEKTLCNPHSQKFKFTMEPREDFTKQLVKDENLMIE 

KRVSELTEDNKKAIYEQlHJEIJiKLQLEDQNTEVLPTLTIDDIPKRGDFYAIDLGQVNKKV^ 

OTNGLVYANALKDISYLPTKLYKYLPLFNNCLTNLAGTENTPITELETKIQMLTGGITFSSKISTD 

PYNIEQLKLQYVLSGMALKEKSSSVYDLWLEILTTTKFDTSDEVLEKLSVLIKNMGQNQIIW 

GHSYAAAVSSSKLTPSKYISDIVSGLSQVQFVMELNSKLESEGKEYLAKEIIPILQEIQKYVLQGE 

FRYRLVGNQEI IVENEKLIEKFDKDI SSNRPTLSLTVTDGLSALLNSFNYNHTSENVLVNLPFQVG 

YSSLGKIGSSYSSKDGASLQILSQLYSFKNLHSKIRESNGAYGGGLTYDGLNGTLNPYSYRDPNPV 

KSIQTFRDSLSYGLDANWNDKDLQEAKLRVFQSVDAPINISSQGASAFFENIDDYLRQERRENFLG 

TTLKDLRDWEKYLVDNQNNLVTVIGDNEILNVDNKWQIFIJFQV 
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YDR450W_YML026C„homolog 1366bp public: l.,1366; exon 1: 501.. 548, 

intron 1: 549.. 976, exon 2: 977.. 1363 (SEQ ID NO 329) 

TTAAGAACTAGCAGATGTAAAATGTTTTATGTCATTATATAATTTGTTAATACATGTATATAGATT 

TTTTAATGAATGTATTCCCTAAATAGAACAGAATTATGATGCTGTTACAGCAAAAACTGGTTTGAG 

TATTGGAGAATGTTATAAACTGAAATTTGATTTACAACCAAAACCCGTGTCACGTGTAAGTAATTA 

GGGCTTTTAGGGCTTTCTATATACAGGCACCAGAATTTTTTTTTATGGGCGATAGAAATA^ 

GCGCGCGATTCTTCCTGCTAGAGGTTTTTCTTTTTGTATGTCTGTAACAGTGCGACTCAC 

AAGTAATTTTAAAGCCAGAGATTGTGTACAGTCGCACGCCCCCTAATCACATAGTTAATTCTCAAA 

CTTTCTCTCTTTCTCTCTTTGCTTTTCTCCTAAGGAAAAAAAAAATTTATTTCATOT 

TTTTGTATAGTTCAGTTTAACAACACCAGTAATCAAACATGCCATTAGTTGTCCi^^ 

CATTCCAACACATTTTACGGTATGTGAGTGTATTATAAGATTATTTGAATGAGATAGAAAAGGGTT 

AAGGAAGGAAAGAAATTATCCAACTACTGTTTTGGGAAAGATTAATCAGAAATTTGAATGCAATGA 

AAAAACTTTTTCAAGAGATGGATATGGAACAAGATTCGATTGTTATCy^CA 

AATGATTTACTACTGTTTGGGAAAGATTTTGGATATGTGTATCAACAATACTACTATTTACT^^ 

AGTAATATGTTTTCAATATTATCAGAGACTTATCAAAATTTATGAGTTTATTATTATTGAAGTTCA 

ATACCATCAAGCCTTTTTTTTAACCATCACTCTATTCAACAATCATTTAAATATTAAAGTCTT^^ 

TTTCCCTGTTTAAAGTATTCGATTTACTAACATTATGAATTATTATTATAGTTTGTTAAACACCJ^ 

CATTGATGGTAGAATCAAGATCATGTACGCCTTGACCAAGATCAGAGGTGTCGGTAGAAGATATGC 

CAACTTGGTTTGTAAAAAAGCCGATGTTGAATTAACCAAAAGAGCTGGTGAATTGACCCAAGAAGA 

ATTGGAAAGAATTGTCACCATTATGCAAAACCCAACCAACTATAAAATCCCAGCTTGGTTCTTGAA 

CAGACAAAAAGATCAAGTTGATGGTAAAGATTACCATGTTTrAGCTAACAACTTGGA^ 

GAGAGATGATTTGGAAAGATTGAAGAAAATCAGATCTCACAGAGGTATTAGACACTTCTGGGG^ 

GAAAGTTAGAGGTCAACATACTAAAACTACTTCTCGTGGTCGTTAA 

YDR450W_YML026C_homolog 145aa (SEQ ID NO 330) 

MPLWQEQGSFQHILRLUmilDGRIKIMyALTKIRGVGRRYAm-VCKKADVELTKRAGELTQEEL 

ERIWIMQNPTimCIPAWFIiNRQKI)QVDGKDYHVIAim.ESKLRDDLER^ 

VRGQHTKTTSRGR 

YDR471W_YHRG10W_homolog 1327bp PathoSeq: 1..1327; exon 1: 

501. .530, intron 1: 531. .946, exon 2: 947. .1324 (SEQ ID NO 331) 

ATAGTTATTACAATATAATAAAGCAAATAAATAAAAGAAATGATAAAGAACCATATTAACAAAGTT 

TGAACGTGCTGTAAGTAAATCTTGTATACGAGAATATTCATCTTGGAATATTTCT 

GTAATACCTAATTCTATTTGGTGTGGTGCATCACGTGCTAGGGCTATAGCCCTAATAGTATATGCA 

GTCGCATACATTAATTGGTCATCTCATAAGTAAATTATATAATGTATAGTGTGCGCGCACTGTAAT 

TTTTCACACTAAGTTAAGGAGAGTGCGAAAAATTTAGTACTAACAAAATTGTArrcTGTTGTGTGT 

GGCTATTGGGCAGAGCGAAAATTTCACCCCTACTGAGAGGAAACTGTGAGGGAGAGAGATACACAC 

AAACTCTGTGCGCAAGAAGAAAGACAAAAAATTTTTTTGAAAAAAAAAAAAGAGACAACCAACCTT 

TTATTGTATTAACATTTTAAGATATCAAGAAACTAAAAATGGCTAAGTTCATCAAATC 

TTGGTATGTAAAAATGAGTACCTATATGGGTAGACAATGATAGATTTATTGGCCAACTATGAATGG 

GATAGATATATATGATATGGGAGAGAATTTTGAAGGATTGAAATATTTTATATAAAAGAGAGAAGC 

AAAGAGAAATAATGAACAATTGAAAAGAAGATACAAATACTGTTAATTAAACTAGAATATGCCATT 

GAAGATTTAAATGATTACCATCGTAATAAATTTATTGGAATTTGGGAGATTCTTTTGGAGTTAAGA 

AAAAAGCAAGTGATTGATCAATCACTATGGAGCCGTCACAAGACATa^CGAATCCCACAACATTT 

TTATTTATTCATATCCATCATATGGCAGTAACAATCATGAATCTACAAATTACATTTAAAAAAAGC 

ATTATACTAACTAAATTTTTTAGCTATTGTTGTAAGAGGTCGTTACGCTGGTAAAAAAGTAGTCAT 

TGTGAAACCACATGATGAAGGTACCAAATCTCACCCATTCCCACy^TGCCATTGTTGCTGGTAT^ 

AAGAGCTCCATTGAAGGTTACCAAGAAGATGGATGCTAAAAAAGTTACCAAAAGAACTAAAGTCAA 

GCCATTTGTTAAATTAGTAAACTACAACCATTTAATGCCAACTAGATACTCATTAGATGTTGAATC 

ATTCAAATCTGCTGTCACTTCTGAAGCTTTAGAAGAACCATCTCAAAGAGAAGAAGCTAAAAAAGT 

TGTCAAGAAGGCTTTTGAAGAAAAACATCAAGCTGGTAAGAACy^TGGTTCTTCCAAAAATT 

CTTTTAA 
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yDR471W_YHR010W_homolog 136aa (SEQ ID NO 332) 

MAKFIKSGKVAIVVRGRYAGKKVVIWPHDEGTKSHPFPHAIVAGIERAPLKVrKKMDAKKVTKRT 

KVKPFVKLVirnraiJlPTRYSLDVESFKSAVTSEJ^EEPSQREEAKKVVKI^ 

KLHF 

YDR486C_honiolog 1157bp PathoSeq: 1..1157; CDS: 501.. 1154 (SEQ ID 

NO 333) 

TTCCAGTCATTCCGAAATGCATAAGCAAGACGTTAGTTGTATTGTGGTTGTTTAGTCTAATCCAAA 
AATACTTGCCATGACGACCCACTGAAGTAACAACTGCATTTGTTAAGGCTTTTCTCATCTTATTCA 
ATTCTTTTTCAGCATCATTCGTATCTTTAAGCACAGGGAATAGCAATGGATCATGTAACAAATTCA 
CTTTCGTGATTCGAAAGCCC7V2^AATGTTTCGTTTTAACAACGCACACACATGTGAAACCTAAACCG 
AGTTAGTCGTCAAGAAAATAATTCAGTGTTAAAGTCTGTACCTTAAGCGTCAAACGTACTTCTGCA 
ACCTCTGGCATTGAGTGTAATTTAAATATTCATGATAATCTGGAACTACAAGCTACGAAAAAAAAA 

GGAGGTTTTAGAAGGCAAAACCAAATCTAGACAAGGAGATGAACAGATTATTCGGAACGAAAAGCA 

CTGCGCCCAAACCATCTTTGAATGATGCAATCAAGGGAATCGATGAAAGAGTGGGGTCTTTGGATG 

TTAAATTAAGCAAGATCAACTCGGAATTATCCACATACCAACAAAAGATAAGCAGl^TGAGAGACG 

GACCCGG6AAGTCG6CACTAAAACAAAAA6CAATCAAGTTACTAAGACA6AGGAAGCAGATAGAAG 

CTCAAAAGGATCAGTTAGAGAATCAATCTTGGAATATGACACAAGCTTCCATGACAACAGATAACT 

TACAAAATACCATGGTCACAATAAATGCAATGAAAACAGCCAATAAACTGTTGAAACAAACTTATG 

GAAAAATTAATATCGATGAATTGGAAGATCTTCAAGATGAAATGTTGGATTTGATTGATAAATCAA 

ATGAACTACAGGAGGCACTTCTGACGAGCTATGATGTACCCGATGACATCAGTGAGCTGGAGTTGG 

ATGCTGAATTAGAAGCTCTTGGCGAAGAAATTGATTTTGAAAATGAAATGGCAGAGAGTG^^ 

GTGCACCTAGTTACTTAAATGATACAGAACCTACAGCAGCAGATAAATTGCCTACATTTATTGACG 

AACAACCAGAAGAAGCTCAAAAAATCGCAAACTAG 

YDR486C_homolog 218aa (SEQ ID NO 334) 

MNRLFGTKSTAPKPSrJsTOAIKGIDERVGSLDVKLSKINSELSTYQQKISRMRDGPGKSALKQKAIK 
LLRQRKQIEAQKDQLENQSWNMTQASiyrrTDNLQNTMVTINAMKTANKSLKQTYGKINIDELE^^ 
EMLDLIDKSNELQEALSTSYDVPDDISESELDAELEALGEEIDFENEMAESGIGAPSYLNDTEPTA 
ADKLPTFIDEQPEEAQKIAN 

YDR507C_homolog 4550bp PathoSeq: 1..1424, public: 1524.. 4550; CDS: 
501.. 4547 (SEQ ID NO 335) 

TTAAAGAAAAAATTTACAGTATACACAAAACACTTTACTTCTGCTGTTTTTTTTTTATTTTAGTTT 

TTGGTTTCATAAATTATTAAAAGAAAGCAAATAATTATTGAAATAAATTTTATATTTTTGGTTT^ 

TTTTCTTTGGTTTCTTTGAATTTTGCAAACCAATCCAAATTTTTTTTGAAAATT^^ 

TCATTTGTTGACTTTTGAAAGTTTTATTCATCCATATTCTTCAAGTTAAAATAGTGTTCAATATCT 

GTCCAACCAAGAAGAAAACCAATAAACAACATCAATTCCAACTTTGTTTACATCAAACAGAAACAA 

AAAACAGATAATTTATAGACACCTTCATTCATTCGTTATTTTTTTCCAAGTACTACACGTCTTO 

TTTTAATACATTTATCATAAACAAAATTTATATCAATAATGCCACATTCAAGACAACCTTCGATAT 

CGTCATCGATTATGTCCCAATCAAATCATAATCATCCACAGAAGATCGGACCTTGGAAATTAGGTA 

AAACTTTAGGAAGAGGTGCCACCGGTAGAGTCTTATTAGCTACTCATCAAACTACTGGTCAAAAAG 

CTGCCGTTAAAGTAGTTTCCAAATCCGAATTACAAGACGAAGAAACCGAGAAAAATGGAGATGGAT 

TACCATATGGTATAGAAAGAGAAATTATTATAATGAAATTATTAACTCATCCTAATGTTTTGAGAT 

TATATGATGTATGGGAAACATCTAAGGCTCTTTATCTTGTTCTAGAATACGTTGAAGGTGGAGAAT 

TATTTGATTTATTGGTGGAACGTGGTCCATTACCTGAAGTCGAGGCTATCAAGTATTTCCGTCAAA 

TCATATTGGGTACGGCTTATTGTCATGCTCTTGGTATATGTCACAGAGATTTAAAACCAGAGAATT 

TGTTACTAGATTCTCAATTGAATGTAAAATTAGCCGATTTTGGAATGGCAGCTTTAGAAAGTAACG 

GCAAATTATTAGAGACTTCTTGTGGTTCACCTCATTATGCTGCTCCAGAAATCGTTAGTGGATTGA 

AATATCATGK3AGCTGCTTCTGATGTTTGGTCTTGTGGGGTTATATTATTTGCCTTGTTGACAGGTA 

GATTACCCTTTGATGATGAAAATATTAGAAATTTACTTCTTAAAGTCCAGGCTGGTAACTTTGAAA 

TGCCCGTTGATGAAGTTAGCAGAGAAGCTAGAGATTTAATTGCTAGAATGTTA(3AGGTTGATCCTA 
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TGAGAAGAATATCTACTGAAAAAATCTTAAGACACCCATTGTTAACCAAATACCCAATGTCAAACG 

AAGATTTAATCAGTGAAAAATCATTACCACATCCACATACTGGTTACAAATCTTTAGGGTCAGTTA 

GAAACATTGATAAACAGATTTTATCAAACTTGACAATTTTATGGAATGATAGACCCGAAGAGGAAA 

TTGTTGATTGTCTTTTGAAAGATGGATCCAATCCAGAAAAAACATTCTATGCATTATTGATC 

ACAAGCATAATCAAGACGATAACACTAATAACAATTCACCAAAGAAATCAACGAGTTTCAATAATA 

AAGTGGTACGCAGTGGGTCCAAATACAGTCTTAATGGAACCCCTAGAAGAAAAAGAGCCAGTCACA 

TAAGTGTGTCAAGACCAACATCTTTCCAATACAAGTCTAATCCTGGCGCTGGTGCAACAGCAAAT^ 

AGTCACCATACAGATCACCTTATAGATCACCATATAAATCGCCTTCTAAGAGATATTCATATAATC 

AATCCCCAACTAAATCTCCTTACGGAAGAAGATCAAATTCACAAAGACAATTTGAAAATGAACCAT 

TAAAGGCAAAGCCAAGAAATATTTACAATGAGATTGTTGATGCACAAAGCAACTTTTCTCTACCTC 

O^TCGCTTCCACCTTCCTTACCTTCAAAAGATTCTCGTTATATGATCGATGAACCCAATCAACCCC 

AGTTGCAACAACCTGCTTTAAGTOUiGTCCCTGAAAATCCTATTGTTGATGAATCCCCTGATTT 

TGCAGTCAGCAAAAATTTCTAGTGGAAAGAGAAATTCAATAATAGGAAAGAACAACAACAACAGCA 

ACAGCAACAAGAGAATGTCTAAGAGAAAATCAATTCGTGCATCTATGACCACGGGATTGAAAAGAA 

ATTCCATAACCATGAAATTGTTATCTACTTATGCTAAATTATCAGGTGATGACGACTGGGAATACA 

TGGATAAACAAACAAAAAGAACATCGGCTACTTTTGCAGCATTGTGTGACAAAATATTTAATCAAG 

AAGACTATGACGAAGAAGACGAACAATTAGTTGATCCTGAAGAAAAGGAAGCCAAGGAATATGAAA 

GGTTAATGGAATTGGAAAGAAAGAAACATGAA6CTGA6TTGAAAGCTAGAAGAGAATTAGAAAAGA 

AGAAAAGAAGACAAAAGAGACGTTCCATTTTGAGTTCTAAGAAATTAAGTATTATTGTO^GAATG 

ATGCTGATCC7^TAATAGTGAACAAGAGTTGGTCGATGAAGGTATAAAACAACC»AAACGTCAAT 

CCAAAAACTTGACCGCOTTAAGAGCATTATCTGAAGGAAATCATGCATCTGAAGAATTGACATTGG 

AAGACGTTGAGAATTTGAAGAGACGATCAGCATCACAGCCGGTTCCAAAAAGAAGACAAACTCCGG 

TTTTGACAAGAAGACCTGTATCAAGATTAGATCCATTATGGCAAGCACACGAGAATGAACAGTTAG 

ATAGAGCAAAAGATGCCTTGGAACAAGAATGGAGGGATTCACAAAAGAGAAGTTCTACTGTTAGTC 

GTAAAAAAGTCAACAGAGAGTCGATGATATCAGTTATGGATGATATTGTTGAAGAGGACCAAGGCC 

GTGTCAACAGGAGATCAACACGAAACACTTACTATGAAAGGGAAAGAGACTATGAATTACCAGAAC 

CAACTGTGGAAGATTCCAACTTGACTGATGACTACATGACAGAAATCAGAAAATCAAGACTTTTGA 

ACAGltlAGTTAAATGTTAGGGATCCACTTAATGAAAAAAGAAAATCTGAACCCAAGACTCT^ 

GCAATGTTCAAATACCGA6TGTTACTAGAAAATCAAGAAATTTCACTACTTCCAACAAAAGGTTGT 

CGGTATTGTCTATGTATTCAACAT^GGAATCATACCGTGATTTGAATTCTATAATTAACTCACCAG 

ATGAAAACCCCGAACAGCATCAAAACATGAACAAGCCAGCGTTACGAACCAGTATTGCTGATCGTT 

TGGATAAAGCTGGATTGGCTGAACCAGAATATGAAACTGAGACTGATGGTGAAGATAAAGTGTCTG 

TTATTGATTTGGATGATCATTTAGCTGATAGAAGGACTTCCTATTATGATGGATCTGGAAAGAGAG 

CATCTAGAGCTTCAACAACTAAACGTTACAATGTTCATTCCAGTTCAGAAAAAAGACCAAAATCCA 

AAGTTCCTGATTTGCCAAAGAATGATTATGATGACACATTTGTCAGTAATAGTGATGAAGTTCATA 

AGCGTCAGTATAAATCGATGGTTTCTGATGAGTCTAGTGCATCTGATGATGTATTTGATAAGATTA 

AATTACCAGATGGTAAATCT^CTAAATCTTCCATTGATGAATTGGCTAACGGCACGTCTACAAGTG 

GTCATAGAAAACCAAAGATAAGACATTCTCAACCGGGCCCAGAAATGTTGATTCCTCATTTC^ 

GAGGTATTGAGTCGTCTCAACCAATGTCTAAAGTTCGTGGTAACAATTC^ 

GTGTTCCACCACCACCGCCAGCTCACAAGGTGAATAAAAAACCATTGGATGATAAGACGAATTTCC 

CTCCACCAGAAGTGGATCCAAAAAGAAAAGGTTCATTTTTTAGAAAACTTTCTTGGGGATCCAAAA 

AAACCATTGAAAATAATACAAACGCCGCCACTAATACCACGACTCAACAACAATTACCAAGTCCTG 

CTGAATCAAAAGAGGAGAAACCAAAAAGTTCATTTTTCAGATGGTTTTCGTCATCTAATACTCCAT 

CTGCTGCTGAAATTAGAAAATTCAACACCATTTTACCTAAACATGAAATGTCTACTGCTTTATTTG 

CTTTATTGAATTCTTGGTCTAATTTTGGTTTGAAAGATTTACGGAATGATCAAGT^ 

TTACTGGTGCTATTTCTAAACATAATTCTTTTAATTTAAAGAGTTGTAAATTTAGAATTAAGATTA 

ATCAAAGAGATTTTAATCAAAAATCAGAAATTGTTTGTGTTAGAGTGAAAGGATCTAAAGTTACAA 

CTGATACTTTATTTTGTGAAATTGAAAAGGTCTTACTCAAAGAAGGTGGTTTAGATAAATAA 

YDR507C_honiolog 1349aa (SEQ ID NO 336) 

MPHSRQPSISSSIMSQSNHNHPQKIGPWKLGKTLGRGATGRVLUVTHQTTGQKAAVKVVSKSELQD 
EETEKNGDGLPYGIEREIIIMKLLTHPNVLRLYDVWETSKALYLVLEYVEGGELFDLLVERGPLPE 
VEAIKYFRQIILGTAYCHAIXSICHRDLKPENLLLDSQLNVKLADFGMAALESNGKLLETS 
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AAPEIVSGLKYHGAASDVWSCGVILFALLTGRLPFDDENIRNLLLKVQAGWFEMPVDEVSREARDL 

lARMLEVDPMRRISTEKILRHPLLTKYPMSNEDLISEKSLPHPHTGYKSLGSVRNIDKQILSNLTI 

LWKnDRPEEEIVDCLLKDGSNPEKTFYALLMRYKHNQDDNTNNNSPKKSTSFl^^ 

TPRRKRASHISVSRPTSFQYKSNPGAGATANRNSVARHSVASSANNSPRKSPYKSPYRSPYRSPYK 

SPSKRYSYNQSPTKSPYGRRSNSQRQFENEPLKAKPRNIYNEIVDAQSNFSLPPSLPPSLPSKDSR 

YMIDEPNQPQLQQPALSQVPENPIVDESPDLMQSAKISSGKRNSIIGKNNNNSNSNKRMSKRKSIR 

ASMTTGLKRNSITMKLLSTYAKLSGDDDWEYMDKQTKRTSATFAALCDKIFNQEDYDEEDEQLVDP 

EEKEAKEYERLMELERKKHEAELKARRELEKKKRRQKKRSILSSKKLSIIVKNDADPNNSEQELVD 

EGIKQPKRQSKNLTALRALSEGNHASEELTLEDVENLKRRSASQPVPKRRQTPVLTRRPVSRLDPL 

WQAHENEQLDRAKDALEQEWRDSQKRSSWSRKKVNRESMISVMDDIVEEDQGRVNRRSTROT 

RERDYELPEPTVEDSNLTDDYMTEIRKSRLLNSQUJVRDPLNEKRKSEPKTLISNVQIPSVTRKSR 

NFTTSNKRLSVLSMYSTKESYRDLNSIINSPDENPEQHQNMNKPALRTSIADRLDKAGLAEPEYET 

ETDGEDKVSVIDLDDHLADRRTSYYDGSGKRASRASTTKRYNVHSSSEKRPKSKVPDLPKNDYDDT 

FVSNSDEVHKRQYKSMVSDESSASDDVFDKIKLPDGKSTKSSIDELANGTSTSGHRKPKIRHSQPG 

PEMLIPHLNGGIESSQPMSKVRGNNSSGHDDSVPPPPPAHKVNKKPLDDKTNFPPPEVDPKRKGSF 

FRKLSWGSKKTIENNTNAATlsrrTTQQQLPSPAESKEEKPKSSFFRWFSSSNTPSAAEIRKFNTILP 

KHEMSTALFALLNSWSNFGLKDLRNDQVGYYITGAISKHNSFNLKSCKFRIKINQRDFNQKSEIVC 

VRVKGSKVTTDTLFCEIEKVLLKEGGLDK 

YER102W_YBL072W_homolog 1121bp public: 1..1121; CDS: 501.. 1118 
(SEQ ID NO 337) 

AAAATTTTCATAATTTAGAAGTTTCATTTACAGTCTTTTTTCAATTAACAGTGATACAAGAGTGTA 

TGTAAAGACAACATGTACTAGCAACTATAATATGATTTACCAATGATTGGGATCACAATAAATGTG 

TTAATATGAATGAGAGAAGGATAGTGAATAAGAGATTACGAAAGAATAGATTCAACAAGTTCAGAA 

TGGTATACAACTAAAATGGAATTATTTTCAAATATGCAACTATCATTATGACTACTACGACAACAA 

TTTTAATCGAGAGAAGATCATTAGATCAAGAGTTGGGAAACTAATACCAAGGAAATATCATTAAGA 

ATTAATAGCTTTGCAAAAATTGGTTTTACTCATATTATTTGTTTTAGTTGGAAAGCGATTACATCA 

TGGAACAAAGTTTACTAACAACATTGTTATAGGTAAAAATGGGTATTTCTAGAGATTCACGTCACA 

AAAGATCCGCCACTGGTGCCAAAAGAGCCCAATTCAGAAAGAAGAGAAAGTTTGAATTAGGTAGAC 

AACCAGCCAACACCAAGATTGGTCCAAAAAGAATTCACTCTGTCAGAACCAGAGGTGGTAACCAAA 

AATTCAGAGCTTTGAGAGTTGAAACCGGTAACTTCTCTTGGGGTTCCGAAGGTGTTTCCAGAAAAA 

CCAGAATTGCTGGTGTCGTTTACCATCCATCTAATAACGAATTGGTTAGAACCAACACCTTGACCA 

AATCTGCTGTTGTTCAAATTGATGCTACTCCATTCAGACAATGGTACGAAAACCACTACGGTGCTA 

CTTTAGGTAAAAAGAAGGGTGGTGCTCATGCTGCTCACGCTGCTGAAGTTGCCGATGCCAAGAGAT 

CAAGAAAAGTCGAAAGAAAATTGGCTGCTAGATCTGGTGCTGCTGCCATTGAATCCGCTGTTGACT 

CTCAATTCGGTTCTGGTAGATTATACGCTGTCATTTCTTCAAGACCAGGTCAATCTGGT^^ 

ATGGTTACATCTTGGAAGGTGAAGAATTA6CCTTCTACTTGAGAAGATTAACTGCTAAGAAATAA 

YER102W_yBL072W_honiolog 206aa (SEQ ID NO 338) 

MGISRDSRHKRSATGAKRAQFRKKKKFELGRQPANTKIGPKRIHSVRTRGGNQKFRALRVETGNFS 
WGSEGVSRKTRIAGVVYHPSNNELVRTNTLTKSAWQIDATPFRQWYEiraYGATLGKKKGGAHAAH 
AAEVADAKRSRKVERKLAARSGAAAIESAVDSQFGSGRLYAVISSRPGQSGRCDGYILEGEELAFY 

T CDT rn-n, rrv 



YFL014W_homolog_l 819bp PathoSeq: 1,.819; CDS: 419.. 816 (SEQ ID NO 

TTCTCCTGTGAAAAGTTTCGAGATGTAACGTTTCGCAGTAATAGAGAGCCAGAATCCATTTTTGTG 
TACTACAGACAAATTCAGAAGTTTCAACTGCTGCATATCGCCTTAAATGACTGTAGCATTCGTCCA 
AATTGAGACCCTCAATTACATTTTGTCAAAAAAATTGGTCCCTAGTGTTGCTATCGATAACGAAGG 
TGAAGGCAGTTTAGCTTGGAGACATTTAGAGAACTTAGTTACATCTCATCTTCCGTTTCGAGAAAT 
CGTTGATTTACCGTGCAGCGCTTATATTGATTGCTACTTGTTCCCAGCACCACAGCAATATAGCAA 
TCATAAATAAATTGCCCCGCGGTTGACAGTGTATATCTTCGAGGAATG6CAACCTTT6CCCCCCTC 
TCGIU^AAACAATATAAATAGAGTCAATTTCTCTAGTAGAGGTAAATTCTTTGAATCTTGTTT^ 
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TCGACATACACCATAAATCCCATAGAAAACTGCAAAATGTCTGACGCCGGAAGAAAAAACATTTCT 
ACTAAAATCAACGAAGCTATAACCCCCGAATCCGAAAAGTCTACCTTGGAAAAGGGCAAGGAACAA 
GTCACCAGTACCCTTGACAAAGCTGTTGGCTCAAATGTTCCAGATAACCAAAAATCTTTCACTC^^ 
ACTGTTGCAGACAGCGTGCAACAAGGTTCCGATAATGCTAAAGCTGATTTGAAGAAACAATCCGAA 
CAAGCAGAGGGCGAACAAAGACCCTTGCTGAAACAGCTCAAGAATATGTCGAGGTTGCCAAAACTG 
AAATTGGAAAGGCTGCTGAATACGTGA 

YFL014W_homolog_l 106aa (SEQ ID NO 340) 

MSDAGRKNISTKINEAITPESEKSTLEKGKEQVTSTLDKAVGSNVPDNQKSFTQTVADSVQQGSDN 
AKADLKKQSEQAEGEQRPLSKQLKNMSRLPKSKLERSSNT 

YFL014W_homolog_2 884bp public: 1..884; CDS: 501.. 881 (SEQ ID NO 
341) 

CCTTCTCCTGTGAAAAGTTTCGAGATGTAACGTTTCGCAGTAATAGAGAGCCAGAATCCATTTTTG 

TGTACTACAGACAAATTCAGAAGTTTCAACTGCTGCy^TATCGCCTTAAATGACTGTAGCATTCGTC 

CAAATTGAGACCCTCAATTACATTTTGTCAAAAAAATTGGTCCCTAGTGTTGCTATCGATAACGAA 

GGTGAAGGCAGTTTAGCTTGGAGGCATTTAGAGAACTTAGTTACATCTCATCTTCCGTTTCGAGA^ 

ATCGTTGATTTACCGTGCAGCGCTTATATTGATTGCTACTTGTTCCCAGCACCACAGCAATATAGC 

AATCATAAATAAATTCCCCCGCGGTTGACAGTGTATATCTTCGAGGAAlKXKaACCTTTGCCrc^ 

TCTCGAAAAACAATATAAATAGAGTCAATTTCTCTAGTAGAGGTAAATTCrTTGAATCTTGT^^ 

TTTCGACAAACACCATAAATCCCATAGAAAACTGCAAAATGTCTGACGCCX^GAAGAAAAAACa^TTT 

CTACTAAAATCAACGAAGCTATAACCCCCGAATCCGAAAAGTCTACCTTSGAAAAGGGCAAGGAAC 

AAGTCACCAGTACCCTTGACAAAGCTGTTGGCTCAAATGTTCCAGATAACCAAAAATCTTTCACTC 

AAACTGTTGCAGACAACGTGCAACAAGGTTCCGATAATGCTAAAGCTGATTTGAAGAAACAATCCG 

CTGAAATTGGAAAGGCTGCTGAATACGTGAGTGGAGTTGTCACCGGTGCTACCGAAGGTGCCAAAA 
CCGGCGCTGATAGTACTAAAAAATAG 

YFL014W_Jioinolog_2 127aa (SEQ ID NO 342) 

MSDAGRKNISTKINEAITPESEKSTLEKGKEQVTSTLDKAVGSNVPDNQKSFTQTVADNVQQGSDN 
AKADLKKQSEQAEGEAKTIAETAQEYVEVAKTEIGKAAEYVSGWTGATEGAKTGADSTKK 

YGL011C_homolog 1244bp PathoSeq: 1..1244; CDS: 501.. 1241 (SEQ ID 
NO 343) 

GAAGGGCACCATAATGAAATCGACTCACTTCAGGATTATAATGGTATGAAACATTGTACTTGTTAT 

TAGTGCCAGGATGATTAGGATCATATATTGGGGTGTTTTCTCGAGTCTTGGTATCGGTTGTAAACG 

TATCTGTTTCACTTATCAGTATCGTCATTTATATTAACTACTTTTCTCCTATGGTTATATATTGGT 

AAACAAAGAAACAAAACAACAAAAAAGAAGTAGTAGTTTTGAAAATTGTCAATAAAAGAAACAAAG 

AATGAAAGAATGATTGAATGAAAGAAAAAAAAAATATGAAAGTGAGTGCGACATAATGTAGAAAAA 

TGTCGAATGTCTTGAACTTTACCCATTGAGTAGTTGTTGTAGTGTAGGAGGAAGAAAACAACAGAA 

AGAAAGAGAGAAAGAAAAATTTCGCCACTACAAATATTCAACAAGTTTCATATAGTAATATAATCC 

CAATTGATCATTACTTTATTCCACACAATTCATAAACAATGTCCAATTCAGCAGGTTTTGATAGAC 

ATATCACTATTTTTTCTCCTGAAGGTAGATTATACCAAGTAGAATATGCTTTTAAAGCTATCAATT 

CAGCAAATATCACCAGTTTAGGAATCACAGGTCAAGATTCTGCCGTTATTATATCACAAAAGAAGA 

TCCCAGATAAGTTATTAGATCCTAAAACCGTGTCATATATTTTTAAAATCACTCCTAGTATAGGAA 

TGGTTGCCACTGGATCAATTGCTGATGCTAGAGCTCAAGCCATGAGAGCAAGATCTGAAGCTACAG 

AATTTAGATATAAATATGGTTACGAAATGCCGGTGGAAAGTTTATCAAGAAGAATGGCGAATATAT 

CTCAATTGTATACTCAAAGAGCTTATATGAGACCATTGGGTGTTGCTITAACrTTTTATTCAAGT^ 

ATTTTGCTGATGAAGGTAGAGGTCCACAAATTTTTAAATGTGATCCTGCTGGATATT^^ 

T6AAAGCCGTGGCCACTGGTCCAAAACAACAAGAAGCAACGACTTATTTAGAGAAAAAATTCAAAA 

AAACCGATGCTGTTAAAGGAGATTGGCAAAAAACTGTTGAATTTGCAATAATTGCCTTGAGTT^^ 

TGATTGGAACTGAATTCAGAAAAAATGATATTGAAATTGGTGTTGCCACTGAAGGA6AATTTAGAA 

TTTTGACACCAGAAGAAATAGACGAAAGATTGATTTCAATAGCTGAACAAGATTAG 
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YGL011C_homolog 247aa (SEQ ID NO 344) 

MSNSAGFDRHITIFSPEGRLYQVEYAFKAINSANITSLGITGQDSAVIISQKKIPDKLLDPKTVSY 
IFKITPSIGMVATGSIADARAQAMRARSEATEFRYKYGYEMPVESLSRRMANISQLYTQRAYMRPL 
GVALTFIQVDFADEGRGPQIFKCDPAGYFT6VKAVATGPKQQEATTYLEKKFKKTDAVKGDWQKTV 
EFAIIALSSVIGTEFRKNDIEIGVATEGEFRILTPEEIDERLISIAEQD 

YGL031C_YGR148CJiomolog 968bp PathoSeq: 1..968; CDS: 501.. 965 (SEQ 
ID NO 345) 

CATTGTAGGTACACCTGTTTTTGCTCAATGTACACACACACGCACCAGCAGTAGGAAAAAAAACAA 

AATTAAATGAAAAATCATTTTCGTTCy^TATTAAGCTTCTTAAGATAACCAACCAATTA^ 

TGTGACATACCATATAAATAAAGCTACAAATGGGGATAACTATGTATTTAATGATAAATGAATGGA 

AGACCAGAATGTATAATGTTATAAGATA6TGATTTATATTGAAAACACCCTTAAAAAAATCAACCA 

CCCATCTAACCGTCGAATTGGAAATGTCAATTTAGTTAGCATCGAAAATCAACAAAGACATGGGGA 

ATCATTTACATATAAAATAATGAGAGAGAATTACAAACTGCTACGTTATGTTTTGTTCATTATGTC 

TTGTTCATTATGTCTTGTTCATTATGTCAAAAAATCTATAGTTACCTACCTCTACATCAATTTATG 

GTCTGAAATACTAACATTTTTTTTATTTATAGTGAAAAATGAAGATTGAAGTTGACTCCTTTTCAG 

GTTCTAAAATCTACCCAGGTAGAGGTACTTTATTTGTCAGAGGTGACTCTAAAATTTTTAGATTCC 

AATCCTCAAAATCTGCTTCTTTATTCCAACAAAGAAAGAACCCAAGAAGAATTTCTTGGACTGTTT 

TGTACAGAAGACACCACAAAAAAGGTATTTCTGAAGAAGCTGCTAAAAAGAGAACCAGAAAGACCG 

TCAAGC^iCCAAAGAGCTATTGTCGGTGCTTCTTTGGAATTGATCA;^ 

catctgacagaaaagctgctagagactgtaaattagctaaagacaaagaagctaaaaaagctgcta 
aagctaaaggttctttccaaaaagttaaagctacctcccgttaa 

YGL031C_YGR148C_homolog 155aa (SEQ ID NO 346) 

mkievdsfsgskiypgrgtlfvrgdskifrfqssksaslfqqrknprriswtvlyrrhhkkgisee 

aakkrtrktvkhqraivgaslelikerrsqkpsdrkaardsklakdkeakkaakaarkaeka^ 

sgaswskqqakgsfqkvkatsr 

YGL043W_homolog 14 IBbp public: 1..436, PathoSeq: 437.. 1418; CDS: 
501.. 1415 (SEQ ID NO 347) 

AATCTACCATTAGGCAATGTCATATAATTTAGATTACGAACAGCTGATGACGCAGTTTCATTATCT 
CCATAATTTATAATGGCATACCCTTTGGATTTACCTGTTAATTCATCAAATAATAACTTCACATCT 
AATACTGGTCCAACTGATCTTGCAATATCCCGCACCTGTTCTTCAGTGTAATCAAATGGAAATTTA 
CCTATTGAAACACAAGTGCTTTTACTATCCATATTTAGTTTGAGCTGCCTAGTri^CCTGATTCOT 
GGTAACAAAAAACTATAATTATTTAACAAATTATCGATAGAATCTCTTCCAAAGTACAACCAATTT 
CGATACATTTTTTTCTATGAGATGTTTTTTTCCCCTTTGTCTTTAACTAATGTATTTGGGTACACT 

TTTGCATATATTACTAATATTTATCTTACCCTTTCATCATGGATACAAAGGAAATAAGATCTACCG 
TATCTAATCTTGAAAAAGCAGTAGATGACACCACCATTTTAAAGTTGTTGAATATCTTGAATGATG 
GGGTTAAACCATCCGAAAAACTCTTGAGAGAAACCAAAGTAGGTGTAGCTGTCAACAAATTCAGAA 
GTCACGACAGTGCCGAAATCAACGGTTTAGTTAAAAAAATGATCAGAAATTGGAGAGATGCCGTGC 
AAGCCGAAAAGAACAACAAAAAGAAGTTAGCAATAGCAGCTGGAACAGGAACAGGAACACCTTCAA 
GCTCAGCAATTTCGCCATCATCATCGGGTTCTGGAAGTACAACACCAAAACCATCAGA6TCAACCA 
CACCATCGGCTGCCCGTAAAGGTCCAAGAAATCCAAAAACTGACGGTGTAAATACTCAATTATACG 
AAAATGATACCAGAAATGCATCGGTTAGTGCTTTATACACGTCGTTAGCAGTTGATCGTGACGATT 
CACCAAAACACATTTTGAGAATAGCTATTGAAATCGAGGCTGAAGTATACAAGAGCGAATACCTGA 
AAGTAAGTGACAGTTATAGAAATAGGTTAAGAAGCTTTACCATGAATCTTCGAAATAAGAAAAACC 
CAGAATTAAGAGAAAGAATCTTATCGAAACAAATTTTACCTGCTGCGTTCATTAAAATGACCCCTA 
ATGAAATGGCTCCTGAGGCATTGAAAAAGGAAATTGAAAAATTGCACAAACAAAACTTGTTTGATG 
CTCAAGGTGCTACTGAAAAGAGAGCAGTGACCGATAGATTCACTTGTGGCAAGTGTAAGCACAAGA 
AGGTCAGTTATTATCAAATGCAAACCAGATCAGCGGATGAGCCTTTAACTACATTTTGTACTTGTG 
AAAATTGTGGCAATAGATGGAAGTTTTCATAA 
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YGL043W_homolog 305aa (SEQ ID NO 348) 

MDTKEIRSWSNLEKAVDim'ILKLLNILNDGVKPSEKLLRETKVGVAVNKFRSHDSAEINGLV^ 
MIRNWRDAVQAEKNNKKKLAIAAGTGTGTPSSSAISPSSSGSGSTTPKPSESTTPSAARKGPRNPK 
TDGVimjLYENDTRNASVSALYTSLAVDRDDSPKHILRIAIEIEAEVYKSEYSKVSDSYRNRLRSF 
TMNLRNKiaJPELRERlLSKQILPAAFIKMTPNEMAPEALKKEIEKLHKQNLFDAQGATEKRAVTDR 
FTCGKCKHKKVSYYQMQTRSADEPLTTFCTCENCGNRWKFS 

YGL103W_homolog 1301bp public: 1..688, PathoSeq: 689.. 1301; exon 

1: 501.. 548, intron 1: 549.. 899, exon 2: 900.. 1298 (SEQ ID NO 349) 

ACATTTATTGTTGGCTATACTTTCCCAGTTTTAAAGGAATGGTTAGGCGGGTCAGTCTACT^ 

TTTACTGTAATGTGTTGTGCCAGTGTATGGTTTATCAAGACTAAAGTTCCTGAGACAAAGGGTAAG 

CATTCGTACCAGGAAGTCTGGAATTAAACGGTAGTTACTTCCAGTATATATGGT6TTCATTGTGTT 

TTGTGTCTAAAGTTGCGTTAGGGCTAAAGCCCTAATCAATAGTAGTGTACTTTGTTTGAAAAAAAT 

AATACATG(y^AAATACTGCATATTAGAATTATAAGGGAATGAAAATGAAAAAAAAAAGAATAATTT 

TGTAGATCGCATAGTGTGAGCGCGCACACACACACAAACTTTGTAGTGCTACAGTTTCTCTCTTTC 

CCATACACTCTCGCAGTCGCACGCTTGACAAAAGTTAATTAGAAATAGAAAAATTTCTCATTCCTT 

TTGAGTTTTCCACCATAATCAACTAGTAATAACCAACa^TGCCrACTAGAOT 

AACACAGAGGTAATGTTTCTGGTATGTACAATTTCACTAAAGTTTTAACGGATGAAAGAGTATTGA 

ATGTTCAAGGACATATGGAGATTTAGAGAAAACATGGAAAACTAATCGAAAATGAATAATGAATGG 

AAAATTTTTTAAACTGAATATCAGAATAGACACAACACAACAGATCCAGAGTCATTATCACATTGA 

TCATACAACCAAAGCAATGAATATGAGTAGTTTGGGAAACCACAACATACGAGTTATTTTTCAGAA 

CAATCAAGTTTATCATTTACaGaaGACAGTTCCATCAATATGTCCAAAATACTCTTTGAAGTCAAT 

taaagtcaaatgaacgaattactaacttatttttttctttagccggtaagggtagaattggtaaac 

acagaaagcacccgggtggtagaggtaaagctggtggtcaacatcatcacagaaccaacttggata 

aataccatccaggttacttcggtaaagttggtatgagatacttccacaaacaacaaaaccacttct 

ggagaccagaaatcaacttggacaaattgtggactttggttgattctgaaaagaaagacgaatact 

tgagcaaato^tctgcttctgctcctccagtcatcgacaccttggctcacg^^ 

tgggtaaaggtagattaccagaagttccagtcattgtcaaagccagatttgtttctaaattagctg 

aagaaaaaatcagagctgttggtggtgttgtcgaattagttgcttaa 

YGL103W_hoinolog 149aa (SEQ ID NO 350) 

MPTRLTKTRKHRGNVSAGKGRIGKHRKHPGGRGKAGGQHHHRTNLDKYHPGYFGKVGMRYFHKQQN 
HFWRPEINLDKLOTLVDSEKKDEYLSKSSASAAPVIDTLAHGYGKVLGKGRLPEVPVIVKARFVSK 
LAEEKIRAVGGWELVA 

YGL147C3oniolog 423bp PathoSeq: 1. .423; CDS: <1..420 (SEQ ID NO 
351) 

GCTATCAAAATO^CTGTTCACAATGGTGACAGAAAACACGTTGCTGCTTTAAGAACTGTCAAATCT 

TTGATTGCTAACTTGATCACTGGTGTCACTAAAGGTTACAAATACAAGATGAGATTTGTTTATGCG 

CATTTCCCAATTAACGTTAACATTATTAAAAAAGATGGTCAAGATTACGTTGAAATTAGAAATTTC 

TTGGGTGAAAAAAGAGTTAGAGAAGTTAAAATCCATGAAGGTGTCACCATGGAAATTTCTTCTACT 

CAAAAGGATGAATTGATTGTTTCTGGTAACTCCTTGGAAGCTGTTTCTCAAAATGCT^ 

CAACAAATCTGTCGTGTCAGAAACAAGGATATCCGTAAATTCTTGGATGGTATTTATGTTTCTGAA 

AGAGGTACCATTGTTGAAGAAATCTAA 

YGLl47C_homolog 140aa (SEQ ID NO 352) 

AIKITVHNGDRKHVAALRTVKSLIANLITGVTKGYKYKMRFVYAHFPINVNIIKKDGQDYVEIRNF 
L6EKRVREVKIHEGVTMEISSTQKDELIVSGNSLEAVSQNAADIQQICRVRNKDIRKFLDGIYVSE 
RGTIVEEI 

YGL213C_homolog 1655bp PathoSeq: 1..1655; CDS: 501.. 1652 (SEQ ID 
NO 353) 

GATGATCGCTAACAAGGTACCCGATTTATTCATCAAC/VAAGAAGCTACTTCATAGAATTGATTCTC 
AACCTTAAATAGCTTGTAGTTTTTATGATTGGGACTAATTGTGCAGCATCGAACAATATTGCCAGT 
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TGCATAGAATAAATCGGTATTATTACGGCATACCAATCGATTGTAGGGGGTT6AAGCTGGTGCTAA 

TTCTGGGGTTGTTGCATTTCCAGTCCATAAACGTTGAAACACAAATTGCTGTGTAATTT^ 

GAATTGATCAGATGATCCTATGGGTGGCATTGTTAAGGTTGTTCGCTACGATGTATTTCT^ 

ATGAAGGTAAGTACGAACTTATGAGTTTTGATTTCCTTCCTGATGTTTTTTTTTCCT 

TTGTCGTTGTAGCAAGAAGAAAAAAAAAAAGTGTCTTCACAAGTCTTGGACTCAATTTTCACCCCT 

CCACAAACTCAATTTCAATTAACTATCAATAATCCAATATGGGTAAACAGTATATATCTACCGTCA 

GTGCATCTCAGGCTCATAAGCTGGATATTCTTGGTGTAGCTATTACCAATAAGTTCACTGTATCCG 

TGTCTAGTGATGGATATGCGAAATTTTGGGACAACAAGCAAGACGAAGTTCATCTGCCTAAAGAAT 

TTGTCCAACTGGTATTTATAGATAAAAGCGGAATCCATGCGGTGGCTGCTTACGAAAATGTTTTGC 

CAAGCTCTACT^TTGAAAGTGACATTATTAGCATTTGCATGTTTCAATGGATCTATCATCTTCAGAT 

ATTATATCAATGATGACTTTTCAACTATCGAAAGTCTAACTGATGATATAAAATCATTTGAAAGCA 

ATTGTTGGACCCCTGGCTTTTATCGCGATCCAGAATCCAAACAAGACTATTTTATTACAACCAAGA 

CCAATGGCACTACAGAGGTTCATTTATTGAATATTGTTGATGAAAATGAGAAGGCTGTAATCACAT 

TTGAAAAGTTTGGGCAATTAAAAGGAAACTCTTCTTCTTTCCCAAATTCTTTGGCTATATGTCCAA 

CAGAGAATAAAAAATGTGCTGTGGGGTACATCAATGGTGATGTCTTGTTATATGACTTTGTTAGCT 

TGAAATTGATATACACATTTCGTTCGAGTGATTTGGTGACCAGTAGAAATTCCCAATCGACGTCTA 

TACCTAGGGTGTTGGCATTTTCCCCTGGTGGAACCTTGTTGGCTGTGGCAAGAGACAAT^^ 

CTGGGTC7ATTACATTATACGACGTTGAGCATGGTGAGAATGTGGGGTCTTTGGCCACACCCTCAC 



AGGAAGGTAAGCACTTGGCTAGTTGTGGATTTGACAAATGCATAAGAGTCTGGAATTTAGAAACAA 
GCGAAAGGGAAGCAACAATTAGTATATCTATATCAGACTTAGATGATACTACACATAATGATCAAG 
ACGAGAGTGTCGCTTCTGGTGTTGCTTTTATTAAAAAGGGGGTTAGAGGTGGCTCTGGTGGTGACA 
GCAATGAAGGATTATGTGTCGTGAGTTTCGATAGAGGAATAAGATGGTACCGAGAGGCAGGAGGAA 
TATAG 

YGL213C_homolog 384aa (SEQ ID NO 354) 

MGKQYISTVSASQAHKSDILGVAITNKFTVSVSSDGYAKFWDNKQDEVHSPKEFVQSVFIDKSGIH 
AVAAYENVLPSSTLKVTLLAFACFNGSIIFRYYINDDFSTIESLTDDIKSFESNCWTPGFYRDPES 
KQDYFITTKTNGTTEVHLLNIVDENEKAVITFEKFGQLKGNSSSFPNSLAICPTENKKCAVGYING 
DVLLYDFVSLKLIYTFRSSDLVTSRNSQSTSIPRVLAFSPGGTLLAVARDNQAAGSITLYDVEHGE 
NVGSIiATPSHSAKSWGGFAHQGWILGLSFDEEGKHLASCGFDKCIRVWNLETSEREATISISISD 
LDDTTHNDQDESVASGVAFIKKGVRGGSGGDSNEGLCWSFDRGIRWYREAGGI 

YGR085C_YPR102C_homolog 1418bp public: 1..1418; exon 1: 501.. 503, 

intron 1: 504.. 896, exon 2: 897.. 1415 (SEQ ID NO 355) 

ATAGAGATGCTTATTCTGGTGGTTCAGTTAATTTATATCATGTCACTGAACAAGGTTGGACTTATC 

ATGGTAATTTCAATGTTGGTGATCTCTTTTGGGAAGTTAAAGAAAAGGAACAATCATTTGTAAATG 

TAGATGGATAAAGTAAGTTGATTGTATAAAAAAAGAATGGATTCATTAATATAAATTTACAAATCT 

GATAATAAACTACAGTAACTATTATGCAACAATTGAAAGTATCCTGTGTCACGTGATTAGGGCTCA 

AAAGCCCTAACAGGTTGCACGTGATGTTGATTTATTTATCCCTGCACACATTGAGTTT^^ 

TGGTGAAAATTATTAGTGAGACGATGTTGTTCGCATTTTACCACACACTCrCACACTGAGTG 

CATACTAACAATCTTCnXZACACTATACACAAAAAAAATCTTTCGTTTGAAAAGTTT^ 

GTTTTCTCAATAGTATATCCATACAATAACTGCCAAAGATGGTATGTTCAAGTGTTTAAAGAGATC 

GAAATGTTTTGTTTTAATTGGAAGTGATATCATAATGAGAAAATATGGGAAATAGAGATAGGACCG 

AATTAATTGAAAGAGTTTTCTTTTGGGGAAATGGGTTCAATAAGATTTTTCAAGATTGGAATCAAA 

TTATGTCAGATGTGAAGAAGAGTAAATATAACAAGAAGTTCAAATCATTAAAAATTTTATGTAAAT 

ACAACGATTATCAATTACAGTCAACGAATAGAATAAAACAAAAGCCAGCATATAACAGATACCAGT 

GATTCATCCCAGTGATATAAATAATGATATTCAATTAAAAACAATATTAAGACATTTTTTATTTAT 

GTATCAACAAAATACTAACTTATCTTTCTTTTAATTAGTCTGACAAATCCCAAAATGTTATGCGTG 

AATTACGTATTGAAAAATTAGTTTTAAACATTTGTGTTGGTGAATCCGGTGATAGATTAACCAGAG 

CCGCCAAAGTTTTAGAACAATTATCTGGTCAAACCCCAGTTCAATCTAAAGCTAGATACACTGTCA 

GAACTTTCGGTATTAGAAGAAATGAAAAAATTGCCGTCCACGTTACTGTCAGAGGTCCAAAAGCTG 

AAGAAATCrTGGAAAGAGGTTTGAAAGTTAAAGAATATCAATTAAGATCTAAAAACTTCTCTGCTA 

CCGGTAACTTTGGTTTCGGTATTGATGAACATATTGATTTAGGTATCAAATATGATCa^TCTATTG 
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GTATTTACGGTATGGATTTCTACGTTGTTATGGGTAGAGCCGGTGCTAGAGTCACCAGAAGAAAGA 
GAGCTAGATCCACTATTGGTAACTCTCACAAAACCAACAAAGAAGATACCATCCAATGGTTCAAGA 
CCAGATACGATGCTGAAGTTTTGGATAAATAA 

yGR085C_YPR102C_hoinolog 174aa {SEQ ID NO 356) 

MSDKSQNVMRELRIEKLVLNICVGESGDRLTRAAKVLEQLSGQTPVQSKARYTVRTFGIRRNEKIA 

VHVTVRGPKAEEILERGLKVKEYQLRSKNFSATGNFGFGIDEHIDLGIKYDPSIGIYGMDFYVVM 

RAGARVTRRKRARSTIGNSHKTNKEDTIQWFKTRYDAEVLDK 

YGR118W_YPR132W_honiolog 919bp PathoSeq: 1..919; CDS: 482.. 916 (SEQ 
ID NO 357) 

tattgcgtaatcgttatcaatgtttggattgttgcaacgctgggttgtgtgtatatg^ 

agtaattgtttaaaaataatcgatgcagcagtctgccactaaataaataaaatgtcatattgacat 

gataaggatttatcaatactg1t"aggtctatagccctaactttaatcatttacacgtgatacaaaa 

aagttgtttgatcccgcacgactatgagtacgcactcactaattatagcctgaaaaaaaaaatttc 

cacatagtaaggggattttgtatggtggtgcgctcgcctaagacgtctgcatacattttctaaa6t 

catatactcaatttttttcttacaaaaattttttttc^ 

caattcaacaacatcaatcatgggtaaaggtaaaccaagagggcrraacrctgctagaaaattaa 

agttcacagaagaaacaacagatgggctgatcaagcttataaagctagattattaggtaccgcttt 

caaatcttctccatttggtggttcatctcacgccaaaggtatcgttttggaaaaaattggtattga 

atctaaacaaccaaactct\x;tatcagaaaatgtstcagagtccaattaatcaaaaacto 

agtcactgctttcgttccaaacgatggttgtttgaactttgttgacgaaaatgacgaagtcttgot 

ggctggtttcggtagaagaggtaaagctaagggggatattccaggggttagattcaaggttgttaa 

agtttccggtgtctctttattagctttatggaaagaaaagaaagaaaagccaag 

YGR118W_YPR132WLhoniolog 145aa (SEQ ID NO 358) 

MGKGKPRGLNSARKLRVHRRNNRWADQAYKARLLGTAFKSSPFGGSSHAKGIVLEKIGIESKQPNS 

AIRKCVRVQLIKNGKKVTAFVPNDGCLNFVDENDEVLIAGFGRRGKAKGDIPGVRFKVVKVSG 

LALWKEKKEKPRS 

YGR277C_homolog 1164bp PathoSeq: 1..724, piiblic: 724.. 1164; CDS: 
196.. 1161 (SEQ ID NO 359) 

AATTCATTTGATCTCTAAGAAGATGAACAGGCCTTGAATGGGAGGGGTTGGTTCGACTTCCACGAA 

ATGTGGTTGGAAAAACTTGAGTCCTCAAAAAGGTTCTCTCGTAAAAGGCCAGAGAAAGAAAAAACC 

ACCAT^CCCCCACCACCAACCTAACCTTTTCCTTCCATCCATTCCTCTTTCCTTACTTTGCAAATG 

TTGAATCCAGTTATATTCATTAAAGATCCTATAAAATACGATTATTCACAATTTATTATATCTTTA 

CTCCCGAAATTCATTAATTGTAATCGTATTGATTTAGTTATACTTTGTCAAATCACCGAATCAAAT 

CAATTGAATGAAATTTTATGTTTTTATTATCAATTAATTCGTAATCATAAGAATAATGGAGAT^ 

GATGGAGATACCGACAGTTTGCCTATGTTTGATTATCGATTTGAAATTl^TATATTATTTAAT^ 

TCAACAAAAAAATTGAATCAATTATGTTTAAATAATTGGAATCATGGATATATTGCGGAAGGTGAT 

AATGATAACAGTACTAACTTGTCATCTTTGCCATTGTCAATAACACAAATATCAAACATTGAAATT 

CCAACAATCCAATCAAGAGCAAATAGTAGTAGTGCTTATAATGATGAGGATGATAAAATTACTACT 

AGTCGGCAATATCAACAATTTAAAACTACTGCTGTAGGTGGAACATTTGATCATTTACATGATGGT 

CATAAAATTTTATTATCAATGGCAATTTTTTTAACTTCAAATAAATTAATTATTGGTATAACI^ 

TCTAATTTATTAATTAATAAAAAATTTAAATCTCAATTACAAACTTTTAATCAAAGACAAAATTO 

GTTATTCAATTCATAAATTTATTATTATTGAGTGAAACCAGTGTTATTTTTTT^ 

ATTAATGATGTTTGTGGTCCAACTGGTTATATTAATGATATTGATAATTOAATAATATCTCAA 

ACTAAATCTGGTGGTGAATTTGTTAACAAATTTCGTAAAGATCATGGATTTAAATTATTAC^ 

ACAATAATTAAAGTGATTGGTGGGAATATTGAAGAAAATTCATG6AAA(3GTAAATTAAGTTa^ 

CTGATATTAGAGAACAAGAATATAATCGATTATTAAATCAATAA 
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YGR277C_homolog 322aa (SEQ ID NO 360) 

MIIJPVIFIKDPIKYDYSQFIISLLPKFINCNRIDLVILCQITESNQLNEILCFYYQLIRNHKNNGD 

TTCDTDSLPIOi'DYRFEINILFNLSTiaaiNQLCLNNVmHGyiAEGDNDNSTNLSSLPLSITQISN 

IPTIQSRANSSSAYNDEDDKITTSRQYQQFKTTAVGGTFDHLHDGHKILLSMAIFLTSNKLIIGIT 

GSNLLINKKFKSQLQTFNQRQNLVIQFINLLLLSETSVIFFEIYEINDVCGPTGYINDIDNLIISQ 

ETKSGGEFVNKFRKDHGFKLLDITIIKVIGGNIEENSWKGKLSSTDIREQEYNRLLNQ 

YGR284C_homolog 1427bp piiblic: 1..1427; CDS: 501.. 1424 (SEQ ID NO 
361) 

CAAGAGTAAAATCTAAATCGTTCCAATGATTTTGGACAGCTCATAGGTTAAGAGGTCTACATGTGT 
TGGTGGCAGTAGTATTGGTATTAAGTGGGTGGGTCATGGTATTAGAGAGTGGGTGTTATAAAAGAA 



CGTTTCGTTTTTCCTTTGTTTTGTTGACGTTGACATTTTTTTTGCTGTTGTTGTTGTATG^ 
TTTGTATTAGTTGTTCTTTTTTGTTTTITTTTACTTGTTCAAAGTTTCATATAATAATAATATO 

CCCCAGGTTTTTCTATTTGTTTTTGGGTTTGCCATTCATATATATATATCTATTATTCAAATCAAT 

TTGAGGAGTATCATTAATTTAAATTATATCAGTTAACAATGTCGTATCGTGGTCCTAATCAATTTG 

GTAATCAACCTCCACATCATGGAATACCTTCTCAACCTCAACCACATATTGGTCCAATATCTTCCA 

GCAAAAGTCCTTTAGAACAATTTGAAGATGTTGCTAAAAAAGTTGAAGATTGGATCGATGA 

TTAAAGTCTTGAAACCATACGTCCCAGOU^TTGGTAGAGCATTTTTGGTGGCCACTTTCTAl^ 

ATACTTTAAGAATCTTCACTCAATGGAATGAACAAGTTTATTACTTGCACAACTATAGACACTATT 

GGCGTTGGTTGACCGTTTTATTCTTGATCAATAATATGGTGGTTATGACAGTTGCATC 

TAATTGCCAGAAAAAAGAATAACATTGCTACTATTGCATTGATCGTTGTTGTTATTATACAAGGTA 

TTGGGTATGGTTTATTGTTTGATGCTCAATTTGTTTTGAGAAACTTGTCCGTTGTTGGAGC^ 

TATTAGCATTTTCCGATAGTATTGTTAGAGATAAAAGATCCTTAAACATGCCAGGTTTACCGATGT 

TGAACAATCAAGACAACAAAAAGTATTTCCTTTTAGCTGGTAGAATTTTGTTAGTATTATTATTTT 

TGGGATTCGTCTTTTCTTCTGATTGGTCATTGGGTAGAGTTTTCATTATTATAATCGGGTTAACTT 

CTTGTGCTTCAATTGTTGTTGGTTACAAGACAAAGTTTTCAGCTGCTATCATGCTTATTGTTTTAT 

TCTTATACAATGTGTTCACTAACCAATTCTGGGCTTATGCATCTCAAGATGCTAGACGTGACTTTT 

TGAGATATGAATTCTTCCAA6TTTTGTCAATTGT^6AGGATTATTGTTAGTGGTTAAT<^ 

CTGGTGAATTCTCCATCGATGAAAAGAAAAAGATTTATTAA 

YGR284C_hoinolog 308aa (SEQ ID NO 362) 

MSYRGPNQFGNQPPHHGIPSQPQPHIGPISSSKSPLEQFEDVAKKVEDWIDDYFKVLKPYVPAIGR 

AFLVATFYEDTLRIFTQWNEQVYYLIDTfRHYWRWLTVLFLINNMVVMWASTLVIARK^ 

LIVWIIQGIGYGLLFDAQFVLFNLSVVGGLVLAFSDSIVRDKRSLNMPGLPMLNNQDNKKYFLLA 

GRILLVLLFL6FVFSSDWSLGRVFIIIIGLTSCASIVVGYKTKFSAAIMLIVLFLYNVFTNQFWAY 

ASQDARRDFLRYEFFQVLSIVGGLLLWNAGA6EFSIDEKKKIY 

YGR285C_homolog 1876bp PathoSeq: 1,.1215, pxiblic: 1216.. 1876; CDS: 
501.. 1781 (SEQ ID NO 363) 

AATTATTAGTTGAAAAACAAATCATACCTATTGCCAGAGCTCAAATGAAAGTGAGAATTACGTTAT 
CTAAAAAAGCATACTTAAAGACTTTTCAAGATGAAATAAAACCTGTTATTGATCAAATTGTGGAGG 
AAGATAACAATGGGAAACAATATGAGATTGTTGGGATTATAGATCCTATAAATTATAGAGTCTTGG 
TCACATTAATTGAAAATACAGATGGAAGCAACAAAGTCGCTAAAGGAGAAGGGTCTATAGAAGTAT 
TAGATATGTCTGCCATAAAAGAATAAAACTAAACTAGACAAGTGTATAGAATCTTTTTTATTAATA 
GATGCTTATCTTAGTTATGTTCCAGAACAATTCATGTTAGGAGAGAGAGAAACGCAATCACTCAAT 
TTTTGCACAAACAAAAAACGAGAAGATGAAGAAGCAAAAAAGAAAATTTTTTTTTCTCAACCATCT. 
TAAATCCTCCTACAATTAATTTCATACCAATAAAGAACATGTCTATTGTATTACCATCAGGAACTA 
CTGACGGATTTAAAGCCGTCTCCAAATACTCTGCCCCAGTGCGTCGTCCAATTGAACCAGTTGGTC 
GTTACTTCTTAGCCCACGCCTCAAGAACTTTGCGTGGACACACTTGGTCTGAATTTGAAAAATTGG 
AAGCTGAAAAGAATGTTAAACAAATCGAAGTCAACGAAGATGAGGATTTGGGAGATGAAGAACAAA 
GTGAAGAGTTATTAGAACACGATCCAAGAGAATGGAAGACTGCCAATTTATATGCTGTTTTAGGTT 
TATCTCATTTGAGAAGTAAAGCCACTGAAGATCAAATCAGAAGAGCCCACAGAAAACAAGTTTTGA 
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AACATCATCCAGATAAAAAATCCGCTAGTGGTGGATTAGAAAACGATGGATTTTTCAAAATTATTC 

AAAAAGCCTTTGAAGTTATGTTGGACCCAGTCAAGAGAAGACAATACGATTCTATTGATGTTGAA^ 

ATGATCCAAAACCACCAGCTCCAAAATCCAAATACGATTTCTTTGAAGCTTGGGGTCCAGTAO^ 

AAAGTGAAGCAAGATTTTCTACTAAACAACCAGTTCCATTGTTGGGAAAT^ 

AAGAAGTTGATGCTTTCTACAGTTTCroGGGAAGATTTGACTCT^^ 

ATGAAGATGTTCCAGATGACaVCTGCCAACAGAGATCACAAACGTTATATTGAACGTAAGAATATTG 

CCCAACAGAAAGAAATTGAAGCAAGAAGATCACAAGAGATTATC6AATTGGTCGAAAGAGCTCATG 

CTGAAGATCCAAGAATTAAATTGTTCAAAGAAAAAGCCAAGAAAGAAAAGGCTGCTAAGAAATGGG 

AAAAAGAATCTGGATCAAGAAAAGCTGCTGAAGAGGCTGCTGCCAAAAAGGCTGCTGAAGAGGCCG 

CTGCTAAGAAAGCCGCCGAAGAAGCCGCCGCTTTGAAAGCCAACTCTAAAAAAGCTAAAGAAGCTG 

CTAAAGCTGCTAAAAAGAAAAACAAGAGAAACATCAGAGCTGCTGTTAAAGACAATAATTACTTTG 

GTGACTCAGCTAAATCTGCCGACATTGATGCTGATGTCGATTTGTTAATCGAAAAATTCGACGATG 

TCAAATTAGGTGAAGTTGCTGATAAAGTTAAAGATGCTGATGCTGCTTCAGTGAAATCTACTTTTG 

TTGAAGTTGCAAAGGAATTGGTTGGAGCTGGTTCTTTAGATGCTTCCTATTTGAAATATTTT 

AGATTTTTTTTTTGTAGGAAAATAATATATATAGAATGTAAACTATCAAAAACAATTATACAGi^^ 

CTGAACTCAAACAAGACTAAACAGCAAG 

YGR285C_homolog 427aa (SEQ ID NO 364) 

MSIVLPSGTTDGFKAVSKYSAPVRRPIEPVGRYFLAHASRTLRGHTWSEFEKLEAEKNVKQIEVNE 

DEDLGDEEQSEELLEHDPREWKTANLYAVLGLSHLRSKATEDQIRRAHRKQVLKHHPDKKSASGGL 

EinXSFFKIIQKAFEVMLDPVKRRQYDSIDVENDPKPPAPKSKYDFFEAWGPVFESEARFSTKQPVP 

LLGl^ESTKEEVDAFYSFWGRf-DSmCTFEFKBEDVPDDTANPJDHJaiYrER^ 

IIELVERMiAEDPRIKLFKEKAKKEKAAKKWEKESGSRKAAEEAAAKKAAEEAAAKKAAEEAAALK 

ANSKKAKEAAKAAKKKNKRNIRAAVKDNNYFGDSAKSADIDADVDLLIEKFDDVKLGEVADKVKDA 

DAASVKSTFVEVAKELVGAGSLDASYLKYFN 

YHR021C_Jiomolog 1178bp public: 1 537/917 .. 1178, PathoSeq: 

538.. 916; exon 1: 501.. 503, intron 1: 504.. 932. exon 2: 933.. 1175 

(SEQ ID NO 365) 

TTTCATTTGTAGGCATTGTGTAGAATGTGGACTGTAGGAAGGTGCAAAATATATATCCAATAAGTC 

ACATCTCAAATTGGTAGTAGAAGAATTCAACCTTGGGACAGTATTCTCTGCTTAAAATGAGTTTAC 

TGATCAAATAAAATATTGGCTCAACCATTGAAAAGCTATTCTTGACACTTTTTGCAGTTTTAGTTT 

TGGTTGTTTCACAATTGAAAAAAAAAATGTTGAGCCCTAATAGCCCTAATTGTTTGCACGTGATGT 

ATTGCTTTGAGTGAAAAGTGTACATTTGTACACACACAAACAAAAAAAAACTAACTTCTTCCCCCA 

ATATGCTGCGTATAGTGAGAAATCTTCTTCTCTCTTGCCATACTATCGCATTTTTTTTTT^ 

CTCACGAAACCTAATTGGAAAGAAGAAAAGAGAAAAAAAAAAAATTTTCAGTTTTCAATAGATTTC 

AGTTTTTGAATTATACATATTAGAGAAAay^GTTAACAATGGTATGTTCaiTTAGATTO 

TTATGGAGGGATATTCCTGGATGATCAGAATATCATAATATAGGAGTATACTATTTTACTGGAATC 

AAGATATAATTGAATTGAAATAAAAATTGAATAAGAGGAAGCATAGAATACGGAATGATGATTAAC 

AAATCAGAAAACATTGTACTACCGAATAATGAATTAGGATCAACATATTAATATCAACTACTACTT 

TAAAAGAACAGGAAAATGAGAAGAGAATCAGCATGAAAGTTACCACCTCAGAAAACGTCAAAGAAA 

TATACTTTTGGTGTGGATCCATGTGTTATTACTGAAATCATCGAAACGAATATAACCCTCCTTTTC 

CCACATTGACATAACTCAGACACAATCTTTCAAATAAAACATGTAATACTAACTATTATTTTTTTO 

TCGTATAGGTTTTAGTTCAAGATTTATTACATCCATCTCCAGCCACTGAAGCTAAACAACACAAAT 

TGAAAACTTTAGTTCAACAACCAAGATCTTTCTTTATGGACGTTAAATGTC2y^^^ 

TCACCACTGTTTTCAGTCACGCTCAAACTGCTGTCACTTGTGACTCTTGTTCT^ 

CCCCAACTGGTGGTAAAGCTAAATTGACTGAAGGTTGTTCATTCAGAAGAAAGTAA 

YHR021C_jhomolog 82aa (SEQ ID NO 366) 

IWLVQDLLHPSPATEAKQHKLKTLVQQPRSFFMDVKCQGCLNITTVFSHAQTAVTCDSCSTVLCTP 
TGGKAKLTEGCSFRRK 
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yHR141C_YNL162W_homolog 1179bp PathoSeq: 1..1179; exon 1: 
501.. 503, intron 1: 504.. 861, exon 2: 862.. 1176 (SEQ ID NO 367) 
TTTATATTGTTTTTTGTTTCTATGTATAGTAATTATTTAATTTGATGTTCCATC 
GTGATGTATTTTTTTTGTTGGTCCTTCTTTGTGTTTTGATATT^^ 

ATTTGGAAGGAGCTACCAAAGCAGAAATGATAGCAAAAAAAAACAGGAGACTTTTGGAATTTC^^ 

GTTTAGGGCTCTAGCCCTAATGCCTGTATATAATTGATTGATGCTTTAAAATTTGTGCGGTGAAAA 

ACAGAAGCGAAAAAAAAAGAGCTGGAAAGTGTGATTAACAACAACGAGGGAAGAAAAAAAACTTAA 

TTAGGTGAACAAAAATTAATGTGTGAGCGTGTACATGCACAATTTTCAATTGGTTATTCTCACGCA 

CTAACAAACTCAACCTCCATTGTGAGAAAAGAGATTTTTCTTTGAAAAAAAATTTACATACATATC 

TTAGTTCACTAGTAACTTTCGAAGACAACATAGACAAGATGGGTATGTTCCAGTATAGCAATATTC 

AACAATGAGATACAAGATATTCCTCCAATACJ^AAGAGATTAATGGTGTTTTTGATAGAGTGTAAAG 

CCATGTGTTTAATAAGAATGATTTGTCAAGGGATAAGATGAAAAGTGGAAATTGTCCAAACAACAT 

TGAAACGAATTTTCTGGGATAGCGTTCAAACAATCAAACCTATCCAGGTTTCTTATGACAATTAAG 

AAAACAAGTCAATATTATCAAAGATGGAGTTTTATAAGGAGAGATATTGAAACATCAAATTGTTGA 

AAGAAATAGCCAACTATTTGGCACCATTTCCTGTGATCATAGAAATACTAACAATCCTCTTGTGTT 

ATAGTTAACGTTCCAAAAACTAGAAAGACCTACTGTAAAGGTAAAGAATGCCGTAAACATACCCAA 

CACAAAGTTACCCAATACAAAGCTGGTAAAGCTTCTTTGTTCGCTCAAGGTAAAAGAAGATATGAC 

AGAT^CAATCCGGTTATGGTGGTCAAACCAAACaAATTTTCCACAAGAAAGCCAA 

AAAGTTGTTTTGAGATTGGAATGTGTTGTCTGTAAAACCAAGGCTO^TTACCAT^ 

AAACATTTCGAATTGGGTGGTGACAAAAAACAAAAAGGTCAAGCTTTACAATTTTAA 

YHRl41C_YNL162W_hoinolog 106aa (SEQ ID NO 368) 

MVWPKTRKTYCKGKECRKHTQHKVTQYKAGKASLFAQGKRRYDRKQSGYGGQTKQIFHKKAKTTK 
KWLRLECWCKTKAQLPLKRCKHFELGGDKKQKGQTUiiQF 

YIL112W_hoinolog 3583bp PathoSeq: 1..3583; CDS: 365.. 3580 (SEQ ID 
NO 369) 

GTGCGAATAATAC^AGCGATCGTTTGAATAATCCAATGATTAGCTCTGATCAACGAATTCAAAATT 
TTCCCCTCAAGGACGTAGTACAACAAGAGATGAGAAGGGGTTTGAACTGTTTGATTTCAGAGGAGA 
TGACGGTGCAAAAAGATCTACCACO^GAAGCy^CATAATTTTTTGAATGATTCACGAAAGAGT^ 
CATTAGTGATATCTCAAGCCAAAAATTTTGAAGGGAAAGTTCCCGTAATGTTTCACGGGAAAGCAG 
Cy^GGCGAAGTTCAATAATAAAAATTGATCATCATACTAATGTGGACGTGTCAACGAAACCGGAAAA 
TATAAATAGCAGAGATAACAAAACTGAGAAGAATATGACTTTGAGTTCAGAGTCAACCAAACCGAG 
TGTCGAAGAAGTTAGTAAATCTTTGAAACCAACAATTACCAAGAAAACTTCATTCACTGATTACTT 
AAAATCTGCCAAAACTAAGGCTAAAGAAGAAAAGGTAACAATCGT^AAAAAGTGACAAAACGATTAA 
TTCAGAAGAACGAAAAACGGAACCAATTCAACAAAGCGAGCAACTTTTAACGGACAAAAAGGATAA 
TAAACTGGAACCCAATAGTGAAGTAAATTTGAAAGACAATAATGACGACCTGAAAGCTACAGCTGG 
CTGTGCCCTAGGACCTGATAAGAATACTGGAAAAAACGATTCAGATAAATCAGAAACGACTCAACC 
AAAACTTGCCCGCTCAGAATCATTTGCCGATACATCATTATTGTCTCCAGTTAATGAAAGTGATAC 
TGATTTCy^TTTCAATGAGTTAGCT^GAGATACCGGAAGCAAAGGATGGTTCAGTTGTGGCAGC^^ 
TGTGCTGGAGAACATTGATGAGAATGAAAATATTTCAGAAGCTGAAACTGTTATAGCAGATGACCT 
TCCACGTCTCGATGAAGGAAAGAAACTTTTACGTGAACAAACAGCAGATGTAAAGAGACATAAATT 
GAAGAAAACAAAATTGAATACTATTTTTAGTTCCGATGAAGAGGAGGAGGAGATTCAAGAACCAGA 
TTTCAAACTCCAAGAACCAGAAAAACTACCAGAAGATGACCAACATCCTGATTTTCAAAATTCAAA 
AGCAACAACAGAAATCAGTAACGATAAAACAGAAGTAAATAAGCCAGAAGTGAAAGAGGTTGGCGA 
GAAAGAGAGAAATCACCAACTAGAAGATAGATTACCAATTAAAAAAGAGAAAATGCGGTCGGAGAA 
TGCAAAGACATCTGAAAACGGTGTCAGTTCAAAATCAGAATCTAAGATTTCAAAGTCGAAGAAACT 
ACCTTACAAAGTTAAACGTGATTCAAGTGGTCGATCATTATTACAACGAGCTTGCAAGAAGGGTAA 
TTTTGCAGATGTCCAAGATTACATAGAGAGGGGTGCTAGTGCCAATGAAAAGGATTTCTGTGGATT 
CACa^TGCTTGCATGAGGCAGCATTGGAAGGTCATACACAAATTGTGAAATATCTCATCGAAAATGG 
TGCTAATGTA7VATGCGAAAGCTGATGAAGCTGGTGATTCCGAGACACCATTGATCGATGCAGCTGA 
AAACl^CATCTTGATTGTGTTAAAGTGTTACTAGAAAATGATGCTGATCCTACTATTTTCAATAT 
TGATGGATTCACCGCTTTAACTAAGATTTATAATGAACATGAAGGAGAAGAAGGATATGATGAAAT 
TATTCAAGTTCTAGAAGAAGCAACI«CAAACTATAACAGTCGTTTACa^GA6AA 
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atcagatgctcctattggtagtggaccaatovtggaggatccaaatgacaactattttg^ 

aattaaaggtaagggaatatataaatacgctgcagagaattcaaaagagaaaacagcagaatattt 

tgttgctggtcataatttagaaggaaaaccagatattttaattttagctgctagaaacggcca^^ 

agaacttgttgatattatactagggctaaaccctacaccttttaatattgataccgagtcaagttg 

tggtgttactgcattattggccagtattggacgcggtcattttgaagttgtcgattcct^ 

o^ggtgctgatccattcaagacaagaaaaaaagatgggttgaatgctttagaaattgcacaaca 

ctcgccacattttgattcacgggaagttagtgtaataatgaaattcatggagaagaagagtggaac 

caaaattttgtctggtattccgtcaagggtagtatctcgtgcaacatctcgtgcaccttctgttcc 

cgtatcatcagacgaagatgacgtagtggaagaaaaagaaattacagcacacacagaaaataaaag 

tgctgaaaagaagctggaggataaaatcacgaaaacagttaatgagcatgtcagcaatcggaaacc 

ccacgagtctacaggtcgaaaacttgaaaagactcatagcaatgaggaaagaaagcggaaacgtga 

atggtcagacgatgaacctaaagaaccacatcttttgaagaagtcaaagtci<3atttgaaattg^ 

atcactacatagagaattcacttctgatgatcaccacaccagtgaaagccattcagattcttt^ 

agaaaaaagaaaacatttatcggcaacgccacctgctcctccgccaccaccacavccaccaccitc 

tca^gcagttatcaaggcaca^gaagaaavaaaaatcaaagatgctgaagaagctagattc 

agaaaaggtcgaa6ctaaaaagagggctcgaagagaaatgtttttaaagtccgagaaagagaaaga 

gcagaaacggaaagaagaagaagaatkx:gagcacaagaagaaaaacgaattgccaaagcaaaaca 

ggaagaacaggagagacttgctagagaagcagaagagaaatcgaaagaactagaagaaaagaaagt 

GGGGTTGCGACAACAGTTGACATTAGATCATTATCCGGTTGGATTGCGTTATTGCAAGTTTGAT^ 

aaacccaaatatctcggctgttgataaatttttgcctttctatgtatttgtaatcgacgataaaaa 

gtatgctgttgatttgcaagtctccttgatcacgtcaacggttgtcagcaaggttatcaatactgt 

acaacctcatcagaagagagaaataaatgcaactgaaaaaj^qcaaattgtggaagctct^ 

gtttattggtattgatcctaggaatccaaattgtgatcaaagaagctcaataacaaatggtcaaaa 

acagtttcaaaatttgttgcttcattttgtggaggtagatttagctgaagaatttttaaagga^ 

tccagaagtacactcaaaagcaaaagataaccaaattgatgttagtttagagtctttgagtgggtt 

ttctgattgcgtcaaggatgatataatagttgatggaaatcttgaaattgatattgattccaagaa 

aatcgaaaaglt^attcctcctcatttgaatactaggaaagacattattaggactgtawstact^ 

agcacacccactatggtga 

yiLll2W_hoinolog 1072aa (SEQ ID NO 370) 

MTLSSESTKPSVEEVSKSLKPTITKKTSFTDYLKSAKTK/U^EEKVTIEKSDKTINSEERKTEPIQQ 

SEQLLTDKKDNKSEPNSEVm/KDNiroDSKATAGCAIX3PDia)ITGKNDSDKSETTQPK^ 

SLLSPVNESIXTDFNFNEIAEIPEAKIXSSWAANVSENIDENENISEAETVIADDLPIUiDEGKKLLR 

EQTADVKRHKLKKTKLNTIFSSDEEEEEIQEPDFKLQEPEKLPEDDQHPDFQNSKATTEISNDKTE 

VNKPEVKEVGEKEl^QLEDRLPIKKEKMRSENAKTSENGVSSKSESKISKSKKLPYKVKRDSSGR 

SLLQiy^CKKGNFADVQDYIERGASANEKDFCGFTCmEAALEGHTQIVKYLIENGANVNAKADEAG 

DSETPLIDAAENianjX:VKVLI^m>ADPTIFNIIX3FTALTKIYNEHEGEEGYDEIIQVLEEATANY 

NSRLPREVQFVSDAPIGSGPIMEDPNDNYFAELIKGKGIYKYAAENSKEKTAEYFVAGHNLEGKPD 

ILILAARNGHTELVDIILGLNPTPFNIDTESSCGNTTALLASIGRGHFEWDSLLSKGADPFKTRKK 

DGLNALEIAQHSPHFDSREVSVIMKFMEKKSGTKILSGIPSRWSRATSRAPSVPVSSDEDDWEE 

KEITAHTENKSAEKKSEDKITKTVNEHVSNRKPHESTGRKLEKTHSNEERKRKREWSDDEPKEPHL 

LKKSKSDLKLKSLHREFTSDDHHTSESHSDSFAEKRKHLSATPPAPPPPPPPPPSQAVIKAQEEQK 

IKDAEEARLWQEKVEAKKRARREMFLKSEKEKEQKRKEEEELRAQEEKRIAKAKQEEQERLAREAE 

EKSKELEEKKVGLRQQLTLDHYPVGLRYCKFDGNPNISAVDKFLPFYVFVIDDKKyAVDLQVSLIT 

STWSKVINTVQPHQKREINATEKSKLWKLFFKFIGIDPRNPNCDQRSSITNGQKQFQNLLLHFVE 

VDIJ^FLKEFPEVHSKAKDNQIDVSLESLSGFSDCVKDDIIVDGNLEIDIDSKKIEKFIPPHLNT 

RKDIIRTVSTLAHPLW 

YIL148W_YKR094C_homolog 659bp PathoSeq: 1..659; CDS: 501.. 656 (SEQ 
ID NO 371) 

TAGTTTCTTTTGGCGGTATATCCTCACTCATGATTGATGTATTTGCCCACTAAAAAGAAAACCAAT 
GAAACAATAAGATTGATTGATAGATTTGGTTGTAATTAATCTGATGCTTTCAACATTTGT^^ 
TCGTGTCTCGGTCATTGAGGTTGGGTAAATTGTTTTTCTTTTGAGAATTGTGAGC^ 
CATGCAAATATGATGTCGCTCAATTGCGACa^TACTACTTAGGGCTATAGACCTATTGCACGTG^ 
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TAGTTTTAAACCTAAAAAAACl^TTTTGTGCAGTCGTGCACCATTCGTTCTATTT^ 

TTGACGTACAAACCTTCACAGTTCACGCACACTTTTGTCGATTCTCAAACCTCTCTCACAG^ 

GTAGGAATGAAAAAAATTTTGGTA7AGGCGAAAAAAAAAAAAAATAAACTTGAATATTTTGGAA 

CCCTTTTTGATTACTACAATAGATTAAAGTAACTAAAGATGATTGAACCATCCTTGAl^GCTTTAG 

CTTCAAAATACAACTGTGAAAAATCCATTTGTCGTAAATGTTACGCTAGATTGCCACCAAGAGCCA 

CCAACTGTCGTAAGAGAAAGTGTGGTCACACCAATCAATT6AGACCAAAGAAGAAATTGAAGTAG 

YILl48W_YKR094C_homolog 52aa (SEQ ID NO 372) 
MIEPSLKAlJ^SIWNCEKSICRKCyARLPPRATNCRKRKCGHTNQLRPKKKLK 

YILl50C_homolog 2297bp PathoSeq: 1..1162, piiblic: 1163.. 2297; CDS: 
501.. 2294 (SEQ ID NO 373) 

ACTCAGCCTTTTGAAATTCACTTTTGGTAAAAGGATATGTAATTGAATCCGCATAATGGACTTTCT 

CTAACTCCATATTGTTGTTCCTACCCTCTTGCGATAGAGACTTTGATCGTGAa^TTTTGTAAG 

TAGAGGTATGGGTAAGATTATTTTCACCACCGTTTTCCTTTAGCAAATAGTCTAA^ 

AATTGTTGAGTTTCGGTACATCaTTAGCTATCTTTTGTACAATTGATTTGCTTCT 

TGGAAATAACAAGTTAACAGCGTGTTTTGTTGGTTTGTTGGAACAAATAAATTTGTGGTGTGTAAT 




GGCAACAACAAAGAAAGAGAATTTGAACTAATCCGAAGATGAACGACCCCAGAGATGAACAAATTG 
ACTCCGATGATGTATTAACAGAAGATTCATCTGATGAATTGAAGGACTTGGTGCAGGAGTTTGAAT 
TGAAATATGCAGAATTAAAGAAGAACAAAGCCTTGAAAAAACGTCGTTCACAGTCACCACTGGAAG 
ACATGCTGAATAAACAGAAACCCCATCAACCGGAGGTCCCCAGAACCCCAGAAAAAGCTAAAGTCC 
ATTTGGATAAGGTAGTAGAAGAACCTy^GCT^GAATTTTTACCAAGAAGGAGCCTCGGGATTCCA 
AGATAAAAGAATCAAACTTCTTAAACAAACTCTACGAGACAAGTAATAAGCATGATAAAGAAGATG 
CCCATAAAATAGATTTCAGTAAAAGAAGGTTTGAGTTTCAATTGGATAAGTATACTTTTACGCCAA 
AAGACGTTGTTGATGATTTAGAACCGATATCCAAGCTTTACTTGCGCAGAAGATACCTTGCCCAAC 
TGCAAATTGCCGACATTATTGCCGAAACTGATAGCAACATGAAATTCCTTAAAATTC 

O^TGGTGCGCAAGGACCCAGTGCAGGTTGCTGCCAACAACTCTAAATACATCAAGTTGAAGGTTG 
GAAATTTTATGAATTCTGTAGACTTGATGCTTTTTGATAAGGCTTTTCAGAAAAACGGGAAAATCC 
AACCGGGTGATTTATTATTCATTTTGAATCCATTGATCAACAAGTATGAAATACAAGTTGGCAAGG 
GCCAGTTTCAGTCTGGGTTCAATTTGAAAGTAGAAAACACCAATGTGTCAAGTATTTTAGAGATAG 
GATCGTTAAGAGATTTTGGGTTTTGCAAGTTTACTAGAAAGCTAGATAATAGCAGATGCAAAAGGG 
CCATCAACACAAGGACGCAAGAATTCTGCGATATACATTTGGATATGAAGTTTAAGTCTAGTACAA 
GAATGGAATTAAATGGAAGTGTTTCGATTAGATCCCCGCAAAAAAACAAGAAAAAGATGTACATGA 
ATAAAAATGGGTCTGGCTTTATTAAGCAATATAACGAGGAGAGTACTGTTATAGGAACAAGCTACG 
GTTCTCCTCTTGATCCAAAAAGGTACCAAGACCCGAAAGTACTCCAGAACCAAATCAAGCGGCGt^ 
AACTAATAGACGACAAGGCAAAGGAGATGCTTGAACy^ATiAGCTATCGAAACTAGGTTCGGCTTCAT 
TATTGAACAATTTACAATTATCTAAGAAAGAAGCAACAGATAAACTTGCGAGTGATCGTCTGAAGA 
GC2\AAGGATTCACCAACACAATGATTTCACATATTGGGTTTGATCCAACAGGTACATCTTTGAACC 
AAAATAGTACCCTGCTTGGCAGCAAGCTGATGGAAAAATCTCGAGCACGGGAATTGCATGATTTGA 
GTGTTGAAACATCTGGTCATAAGTCGTTGTCTTCGTCTAAACAAGATCGCCAGTCGAAAGTTGCAA 
AATGGAACACGAATATCAGAACTTTACAAAATTACGATCGACGAGTTGCCAGCCACTCCTTGAGTA 
CCTCTCGTCGGTTACAGAATCTTGTAGGAAAGCAAACACACGCTACACTAGTAGATAAAAGGAAAA 
GAGTGGTTGTCTCAGATGATGAACAACCGGGGATGGAAGAAGATGAAGAAGACATTGAAATCCAGT 
TTGACGACGAAAAGTCTAAGATGTCCTACATGAAAATGACTGGAGCCAGGTAA 

yiLl50C_homolog 598aa (SEQ ID NO 374) 

MNDPWDEQIDSDDVLTEDSSDELKDLVQEFELKYAELKKNKALKKRRSQSPSEDMSNKQKPHQPEV 

PRTPEKAKVHLDKVVEEPKQRIFTKKEPRDSKIKESNFIJIKLYETSNKHDKEDAHKIDFSKRI^ 

QLDKYTFTPKDVVDDLEPISKLYLRIUlYIJ^QSQIADIIAETDSNMKFLKIDKFLAKTHKSNNyAEP 

KYC3!WCLVAFVVIUCDPVQVAANNSKYIKLKVGNFMNSVDLMLFDKAFQKNGKIQPGDLLFILNPLI 

NKYEIQVGKGQFQSGFNLKVENTNVSSILEIGSLRDFGFCKFTRKLDNSRCKRAINTRTQEFCDIH 
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LDMKFKSSTRMELNGSVSIRSPQKNKKKMYMNKNGSGFIKQYNEESTVIGTSYGSPLDPKRYQDPK 

VLQNQIKRRKLIDDKAKEMLEQKLSKLGSASLLNNLQLSKKEATDKLASDRSKSKGFTl^^ 

FDPTGTSLNQNSTSLGSKSMEKSRARELHDLSVETSGHKSLSSSKQDRQSKVAKWNTNIRTLQNYD 

RRVASHSLSTSRRLQNLVGKQTHATLVDKRKRVWSDDEQPGMEEDEEDIEIQFDDEKSKMSYMKM 

TGAR 

YIL167W_YIL168W_homolog 14991:>p public: 1..1499; CDS: 501.. 1496 
(SEQ ID NO 375) 

TTTCTTCATCAACTTGCTCAAATGTCTTTGAAAGTGAAAGCTTAC^^ 

TATAACAGAACTACCAAAAGTGAGCCCACATCTGTTAATCTTGAAAAGCAAAATTGAGAAAACCAT 

TTATGCAAGTCGTGTACTGGTGATATTCTTGGTCAATTGCTACACTTTTGTAATGAATACTC 

GTAGCCGACGTGGGTTGAANAATATATATTTAAGTATATAGAATCAGGTCAATATAAAATGTTTGA 

AATATAACAAAATGTTTCAATGTAAACTGATGGTTAAGGGATTATAAATCAAACTGAGTAGTGCTT 

TTGTTCCTAAAAAACCCATCGTGGTGGTAACGTCAGGAGACCGCGACATCAAATGGAATTCACACA 

ATCAGTCTCCGAATTTATTACCCTTGAAACTTAACTTAATGAAAGAGCCTTCCATCACTACTACCT 

TTGTTGAGGTTACAGACAAACTTCCTACAAAGCCTCCGTGCAGGGTGTTTTTCAAGAAT^ 

AGCAGCCCTCCGGCAGT6TCAAATTAAGAGGCATGGGACACTTGGTTGGCCAGTCTATAGATGTGG 

CCAGAAAACTTGGCAAATCGAACGTAGCAGTTTTTTCGTCATCTGGTGGTAATGCAGGATO 

CTGCTTATGCCAGCCAGTTTTTTGGAGTATCGTGCACTGTGGTGTTGCCTGAAAGTTCGAAGC^ 

CTGTTATAGAAAAGTTGAAATCCTTGGGTGCAGATGTCATTATTCa^TGGGAAACATTGGGGAG 

CCGATAACTATTTAACTGATTTTGTTATTAAAAAT€T"TGACAAAACAGTCTATCCGGTCTATTQTC 

ACCCTTTTGATGACCCATTGTTGTGGGAGGGTCATAGTAAGATCATCACGGAAATCATC6ATCAAA 

AGCAATTACCCAACTTTGATAAAGTTAAGGGGGTCATTTGTTCGGTAGGAGGGGGTGGCTTATACA 

ACGGAATAGTTGAAGGTTTGGAAAATCATAAGGAGATACCAGTGTTGGCAATTGAAACTAAACAAG 

CGGCCACGTTTCACGAGGCGGTCAAAGAAGGTT^GTTGTTCATTTACAAAAAGTGCAAACTTTGG 

CCACTTCTTTGGCTTCGCCGTACCTTTCTTCCAAGGCATTAGCAAACTATATTGAGCGTCCTACAG 

TTCTTGCTGAAATTGATGACTTGGACGCTGTTAAAGGTGTTGTTGATGTATACGACCATTTCGGAT 

ATATGGTTGAGCCTGCATGTGGTGCATCCGTTGCATCAGTGATGCT^CAGGCAAGATTTATTGAAT^ 

AATTTGGTACATTAAGTCCAGATGATATTATCATTGTTGTCATATGTGGTGGATCGGCTATCTAC^ 

AGTATATTATAGACGAATATAGAAGTTTATTAGAAAAAGACTCTTGA 

YILl67W_YIL168W_homolog 332aa (SEQ ID NO 376) 

MKEPSITTTFVEVTDKLPTKPPCRVFFKNEYEQPSGSVKLRGMGHLVGQSIDVARKLGKSNVAVFS 
SSGGNAGLAAAYASQFFGVSCTWLPESSKPTVIEKLKSLGADVIIHGKHWGEADNYLTDFVIKNL 
DKTVYPVYCHPFDDPLLWEGHSKIITEIIDQKQLPNFDKVKGVICSVGGGGLYNGIVEGLENHKEI 
PVLAIETKQAATFHEAVKEGKVVHLQKVQTIATSIASPYLSSKALAl^IERPTVLAEIDDLDAVKG 
WDVYDHFGYMVEPACGASVASVMHRQDLLNKFGTLSPDDIIIWICGGSAINKYIIDEYRSLLEK 
DS 

YJL034W_homolog 2564bp PathoSeq: 1 .. 806/1401/2504 . public: 

807. .1400/1402. .2503/2505. .2564; CDS: 501.. 2561 (SEQ ID NO 377) 

TTTTTGAAAACAGAGAATGAATGAACAATTGATGACCATAGAAATGAAGTGAGAACACATAAATCT 

GCGACACTTCACGTGATAACAACAAAGTGACATGAACAACAAATGTCGTTTGTATAATTTGCGACA 

TTTGTTGTTCAAGCCAAAAAAAGAAAGACAGAAACAGAAAAAAGAAAAATCTCAAAGTTGCCACGT 

AAGCACAATTAATCTTTTTATGGTTGTAACTATTTCTAGTATATTCTACGTAATAGGTGAGGTCCT 

ATATGCAGTACACACAGGTTTTTTTCACAGATGTTGACACAGTGTTGAAAATTATTCACGTTGATT 

TATAAATATACAACTTACCTTCCACGGTTTTTTTTTTGATTTTTGATTT^^ 

TTTTTTTGTCATTTATTTATTAAAACATTCTCTTGTAATACTTTATTTGATA^ 

TAATTAGATCAATTAGATTATAGAATCATTTCAATATAATGAGATCATCACAATCTTCTTGGTTAC 

CACGTATTGGTTTATTATATGTGGCGTTAGTTATACTTATACCATTTTTGGTTTC^ 

CATTTGCGGTT^TGCAGTGAGCGATGATGAATCCTCGACAGATAATTATGGTACAGTCATTGGTA 

TAGATTTGGGTACCACTTATTCCTGTGTTGGTGTTATGAAAAACGGTAAGGTTGAAATTTTGGCCA 

ACGATCAAGGTAATAGAATCACTCCATCATACGTGTCGTTCAATGGCGATGAAAGATTGGTTGGAG 
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ACGCTGCCAAGAATCAAGCTTCCTCTAATGTCAACAACACTGTTTTCGATATTAAAAGATTGATTG 
GTTTGAAATATAATGATGACACTGTGCAAAAGGAACTTAAACATTTGCCTTACAAAATTGAAAATA 
AGGGTAACAAACCAGTTGTTAAAGTTGAATACCAAGGTGAAGT^AAAAACTTTCTCCCCTGAAGAAA 
TTTCATCTATGGTTTTGGGTAAAATGAAGAGTATTGCTGAAGATTACCTTGGCAAAAAAGTTACTC 
ATGCCGTTGTCACTGTTCCAGCTTATTTCAACGATGCTCAAAGACAAGCTACTAAAGATGCCGGTA 

TAGACAAAGGCGACCAAGAAAAACAAATTATTGTTTACGATTTGGGTGGTGGTACTTTTGATG^ 

CTTTATTGTCCATTGAAGGTGGTGTTTTCGAAGTCTTGGCTACTGCTGGTGAT^ 

GTGAAGATTTTGATTTCAAGATTGTCAGATACTTGGCCy^CAATTCAAGAAGAAGCACAATATTG 

ATATCACTGCCAATTCTAAAGCCATTTCCAAATTGAAGAGAGAAGCCGAAAAGGCCAAGAGAACTT 

TATCTTCTCAAATGAGTACTAGAGTTGAAATCGACTCCTTTGTTGATGGTATTGACTTTTCTGAAA 

CTCTTTCAAGAGCCAAGTTTGAAGAATTGAACATTGCTGCTTTCAGAAAGACTTTGAAACCAGTTG 

AACAAGTGTTGAAGGATGGTGGTGTCAAGAAATCCGATATTGATGATATTGTTTTGGTTGGTGGTT 

CCACCAGAATTCCAAAAGTTCAAGAATTATTGGAAGGATTCTTTGATGGTAAAAAGGCTTCTAAAG 

GTATTAACCCAGATGAAGCTGTTGCTTATGGTGCCGCTGTTCAAGCAGGTGTTTTGAGTGGTGAAG 

GGGTTATGACCACTTTGATCAAGAGAAACACTGCCATCCCAACCAAGAAATCTCAAATCTTCTCAA 

CTGCTGCTGATAACCAACCAACTGTTTTGATCCAAGTCTATGAAGGTGAAAGAACCATGGCTAAAG 

ACAACAACAGATTGGGCAAATTCGAATTGACTGGTATTCCACCAGCTCCAAGAGGTGTCCCACAAA 

TTGAAGTCACTTTCTCATTGGATGCCAATGGTATCTTGAAAGTTGAAGCTGCTGATAAGGGJ^ 

6TAAATCTGAATCCATTACTATCACCAACGAAAAGGGTAGATTATCCAAGGATGAAATTGATAGAA 

TGGTTGAAGAAGCTGAAAAATACGCTCAACAAGATCAAGAATTGAAAGAAAAGATTGAAGCTAG^ 

ACTCATTAGAAAACTATGCTCATGTCTTGAGAGGTCAATTGAGTGATACTTCTGAAACCGGTTTAG 

GTTCTAAATTGGATGACGATGACAAGGAAACTTTGGATGACGCTATCAAGGAAACTTTAGAATTTA 

TTGAAGATAACTTTGATACTGCTACTGCTGAAGAATTTGAAGAACAAAAACAAAAATTAATTGACG 

TTGCTAACCCAATCACAGCAAAATTATACGGTGGAGCTGCTGGTGAAGGTGCTGGTGGCGCTGGGG 

ATGCCAAATTCGGTGATGATGATTCAGATGATGAATTCGATCACGATGAATTGTAG 

YJL034W_honiolog 587aa (SEQ ID NO 378) 

MRSSQSSWLPRIGLLWALVILIPFLVSPKHAFAVAAVSDDESSTDNYGTVIGIDLGTTYSCVGVM 

KNGKVEILANDCyaJRITPSYVSFNGDERLVGDAAKNQASSNVWIWDIKRLIGLKYOT 

KHLPYKIENKGNKPVVKVEYQGEEKTFSPEEISSMVIXSKMKSIAEDYI/SKKV^ 

QRQATKDAGTIAGLNVLRIVNEPTAAAIAYGLDKGDQEKQIIVYDLGGGTFDVSLLSIEGGVFEVL 

ATAGDTHLGGEDFDFKIVRYLAKQFKKKHNIDITANSKAISKLKREAEKAKRTLSSQMSTRVEIDS 

FVDGIDFSETLSRAKFEELNIAAFRKTLKPVEQVLKDGGVKKSDIDDIVLVGGSTRIPKVQELLEG 

FFDGKKASKGINPDEAVAYGAAVQAGVLSGEEGVDDIVLLDVNPLTLGIETSGGVMTTLIKRNTAI 

FTKKSQIFSTAADNQPTVLIQVYEGERTMAKDNNRLGKFELTGIPPAPRGVPQIEVTFSLDANGIL 

KVEAADKGTGKSESITITNEKGRLSKDEIDRMVEEAEKYAQQDQELKEKIEARNSLEIJYAHVLRGQ 

LSDTSETGLGSKLDDDDKETLDDAIKETLEFIEDNFDTATAEEFEEQKQKLIDVANPITAKLYGGA 

AGEGAGGAGDAKFGDDDSDDEFDHDEL 

YJL035C_homolog 1346bp PathoSeq: 1..125, piiblic: 126.. 1346; CDS: 
501.. 1343 (SEQ ID NO 379) 



TGACCTAACTCATTTTCATAAAATTCTTGTATAAAATTGGTTTCTTTGAATTGTT^ 
AAGATTGTCTCGTCTTCAGTGTTTGCAGTGGAGCTGCTATTGCCAGTCGGCGGCATAACAGCAGGT 
TCTGGTATGTCATCTTCATCTACTAAGCCGGACAATCCCAAAGCCGTCTCTTGTTCTTTTATTCTT 
CTAAGGAATGCTTTATGTAGTTCTGACATTCTTGCGTAAAAGGAAGTACAGTATTAAAGCTCGAAA 
CTCAATTGCAACAAAAGTCTTAATTTTTTCTTCTATAAGTAATTGATCTTGGTCCCCCAAACAAAA 
AGATACAGAGGAGAAAGGAGGGCCTTAGGCTGACAGAAAAAAAAAATTTAGTACCTGCCACACCAG 
TAGCTCCAAACCCATATATGATTTGATAGAGTTGAAGTATGCTGACAGATCTTACTTCACACTTTC 
AGTACATGGCTATAAGCTTGTTTGTCGGTTACAAAGCCTTACTAAATAATGAGACACCAGTGTCAT 
GTATAGTCGTGGATTCAAAATCAGATAAAATCATTAGCATAGGCTACy^TTATACCAACCACTCTC 
TAAATGGTACACyACACGCAGAATTTATTGCTTTACAACGATTTGGGGAACAAAAACTGAGTATTG 
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ACTATAATGATTTAATTTTGTATGTGACAGTGGAGCCTTGTATTATGTGTGCATCTTATTTAC 

AGTTGGGCATCAAAAAAGTAATATTTGGTTGTGGGAATGATAGATTCGGAGGAAATGGTACCATTT 

TATCAATACATAGTGACATCACCTTGCCTAACGCAGCTTATTCCAGTATCGGGGGTATATGTAGGA 

CAGAAGGAATCCAACTATTACGAAATTTTTATATTCAACAAAATGAGTCGGCACCAAATCCAAAAA 

TCAAAAAGAACACAGATATTGAGAGTAAGGAATACCCAGAGAATCAGTTITCTAGCATTTCAAAGG 

ATGAATTTATAGAGTTTTACGGAAATGAAAGAGTGCATATTTACGATGGGAAGATTTTTGA^ 

CTCCATTACAAAACAAGGGTTATGATATAAAAGAATTGATATCGTTGGATATGATGCAAAAAGTTC 

CATTTCTAGAGGATGAGTTGGGACAAATTACAGATGAGCAAATAATTGAATTTO^CAACTTAT^ 

TCAACATAAATGATGATGGAACGGTTAATTATAAAAAACCAATAGGCAAATATAACAGTAAAAAGA 

GACACTTTGCAAACGATGAAGAATA6 

YJL035C_honiolog 281aa (SEQ ID NO 380) 

MSTDLTSHFQYMAISLFVGYFALLNNETPVSCIVVDSKSDKIISIGYNYTNHSUSIGTQHAEFIALQ 
RFGEQKSSIDYNDLILYVTVEPCIMCASYLRQLGIKKVTFGCGNDRFGGNGTILSIHSDITLPNAA 
YSSIGGICRTEGIQLLRNFYIQQNESAPNPKIKKNTDIESKEYPENQFCSISKDEFIEFYGNERVH 
lYDGKIFEITPLQNKGYDIKELISLDMMQKVPFLEDELGQITDEQIIEFHNLFFMINDDGTVNYKK 
PIGKYNSKKRHFANDEE 

YJLl80C_homolog 1504bp public: 1 .. 938/940 .. 1504, PathoSeq: 939; 
CDS; 501..>1502 (SEQ ID NO 381) 

CTTTATCTAATTGATTTAAATAATTATTAACATTAGTACCAATAAATGCTTTACCACAACCT^ 

AAACrrTTTCATTTGATTGGGTATTACATAT-TT-TAT^^^^ 

TTAAATTTGTCATGGCTCGATCAAGTTGTAAATTACCCATGGATAATTCTGCTTGAGATTO 

ATTGATTATCCATTTCAAGTAGGACTTTITCTAATGCTTCTTGATTCATGATTAAATGAGACGAGT 

GTGTGTGTATGGGCGATGAAGCTGAAGGTTTTGCAGATGTGGTGTOTATAAGAGTAATTTGATGTG 

AAAAATATACAATCTATAATCAGTATGTTCAGTTTTGGAATGGAAGCCCCAAGAAGAACAACAGGG 

AAATTAAAAATAAAAAGGTGTTGGAGAAAAAAAAAAAAATTGAACAGAAAGATTCATCCTTTTAGA 

TCAAACGAAATATATCTTACCATCCCCCCCCCTCCAAAATGCTTAGATTTACTAGGACTACTGCTT 

GGAAATTAAGATCTATTCCAATTGCCACTATTCAATATAGACAATTTACTTATTCOVCT^ 

ATCAATTAAAAACCCTTACTCCATCTTTAGGAATAAATAATACCATTGAATCCAATATACCTTCAG 

AAACTAATAGATTAGCTAAAACTGGTACTAGATTTTGGAAAAAAGGTGAAGTTAAATTCAATAATG 

AAACTCAAAAATATGAAATTCAATTAGATGGGAAAACTCTACGCACACCACTTGGATTCCCATTAG 

AATTACCAATCAATAAAAAACAATTGGCATATTTAATTGCTCATGAATGGACTCATTTACCTGATA 

TTAAAGTGAAATCAAGTACrTTACCATTAACAGCTTTAGCCACTAGAGCTATAGATTTGAGTCAAC 

AACATTTGAGTGATATGAAGACAGAAAAAGCTGAAGAAATGTTAGCATTGGAAGATATTAAATTAC 

AAATGTTAAGATATCTTGATACTGATACTTGTCTTATATTTGCTACCAACAAAGAATGTGATGGTA 

AATTAAGAAAAAGAGAAGAAGAAATTTATCGTCCATTAATTAATGAATTTAATGAATTTTTCACAA 

TTTATGCTCATAATAAAAATTTAATCCCTCGACAAAAATCTATTCAATTGAAATAI^ 

AAACTGATGGATTAAGAGGTAATAAACAAGATGAAACCACTCAATTAGTTGTATTGGATTGGTTAA 

ATC^TTACCa^TTTATGATTTAATTGCCTTGGAGAAAACAATCTTAACTACTAAATC 

GTGGAATTACTTTATTAAGATCAAATGTTAATGATATTGAAACTTTAAAAGAATTATATCAATOT 

ATAAAAATTCCATTGATGAAGATTATTATCATAAAACTTTAGAAGAATTAGTTGAATTAGGAAATT 

TAGAAACTATTTATCAAACTGAAGAATGGGGTGAAGTAGAAGATACTCATGA 

YJL180C_homolog 334aa (SEQ ID NO 382) 

MLRFTRTTAWKLRSIPIATIQYRQFTYSTICYQLKTLTPSLGINNTIESNIPSETNRLAKTGTRFW 
KKGEVKFNNETQKYEIQLDGKTLRTPLGFPLELPINKKQLAYLIAHEWTHLPDIKVKSSTLPLTAL 
ATRAIDLSQQHLSDMKTEKAEEMIJU^EDIKLQMLRYLDTDTCLIFATNKECDGKLRKRQEEIYRPL 
INEFNEFFTIYAHNKNLIPRQKSIELKYLDCETDGLRGNKQDETTQLVVLDWLNQLPIYDLIALEK 
TILTTKSFLCGITLLRSNVNDIETLKELYQFWKNSIDEDYYHKTLEELVELGNLETIYQTEEWGEV 
EDTH 
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yjLl87C_hQmolog 3689bp public: 1. .452/3414 . .3689, PathoS q: 
453. .3413; CDS: 501. .3686 (SEQ ID NO 383) 

TATTTATATATAATCTAACAACAAGTACTATCCCTTAACCTATTAGCTCAATGTCATTCTTCATTA 
AACAAGAGATATGGTAATTGTTGATTAGACAACAGTTGGGTATCCATTTGTATTGGAACGCTT^^ 
TTAAACTGCTGTTTTATTGTAAAAATTATTGTCGTCTTTCTTCATAACATC 

TAACTGTATTGTTGGGCTGACAGTAGAGTATTGCGGTCATTTTTAGGAGTGATTATAATTCrCTGT 

GAGAAACGCAAGCAACAAAAAAAGAACAAAGGAAACACAATCATGATTAATTATATTAATAGTAGA 

AACTCAAGGGTGAGCTAGATGACTGAGCGTGCGAGAAAAAAAAAAAAACATCATCCAAAGTTTAAA 

CAAAGTATTCTTTTTTTTTTTCAATTTTACAACCAAAGATAAATAACTACACAACACCCAACATTA 

CAGCCAAAACCACATATCTGTGCAATATTTACGCTCCAATGGATTCAAACCCGTGTCAAGACGTAT 

CGGGTGATACCAGTAGCACACCAATGGCCAACAATAATCCCACTAATGACAGCACAATCTCCTCTC 

AGAACCATTCTAAAACTGGCTTGAGAAAACACCAACAACAACACTACCACCAACACCTGCACCTGC 

AAATGCATTCTCATTCACAGCAGTCACCTTATATTAATCAATTGGAATACTTTACCAATAACCAGT 

TTTCACGCTCTTTCAATAGTTTAATTTTGGAGGATGCCAATGATGCCAACACCAACAATAGTTCAA 

CAACAACCTTAAATAAGAAAACCATTAACAAGTCACCACCATTCAATATCAAGCAGGACTTATTAA 

ACGATAGTATCGACACGTTTCTTGATAACTCCAACACGGAAACGATAGAAGATGGAGACGTCACAA 

CAACAGACGACGATCACGATTTTGATGATGAAGATATTGAAGATCCTGAAGCAGTGaVGTACACCC 

CAACTTTGAATATCTTGAAATCCAAAAAAGTCGATAGCTTOATATTATATCTAGCaAGCATAGAA 

AGAGCAATAGTCAGATTACCTACAATCTGCACGTACGGAAGCCATCCGAAGAAGATACGTCATCAT 

CGATGGCTACAATAAGGTTATCTAACAACTCACAAA6TTCAATTAAGAGATCGTCAAAGTATTTGA 

ATTTATCTATTGATTCCAATTTGAAAACGGTTGATGGAGGTAAAATTCCCGATGAAATAGATGACA 

TTAGTTTGAACGAAATAGATGTTGCAGTGGCACCTAAC«ATTTTTCATCACCACTATCAGCAAGAA 

AGCCGGACATATTTGCTGCTATAACTGCAGCAAACGGGAATTCCAATAATCAATTTAAAAGGCCAC 

ACAAGTTGGTTAGTCAATCGCCTTCCCCGTCGTCAAAGAATAAGTTTCGCATATCATCATCAACCA 

CATCTTCGCCACAGTCTAACTTGCATTCACCTTCCAAGTTGGGACTGAAAGGATTCAAAATGTTTA 

AAAATGCAAATAGAGACGCGATAATGTCGTCAAGCAGAGTTATGACTCCAGTiAAAACCGAAAATGG 

TATCTAAAATATTTGGCAAGTCAGCyy^AAATAAGGCGAGCTTATACCCCAACCCATACATCT 

CAATGGCTGTCTCATCACTCa^CCCTCCTTCATa^TCTACACTGAATTa^CAACa 

CATCTACAAGTCCAGCAGCTGATGAGCATTATGATATTGACAATGACTGTGACAGTCCGTOy^^^ 

ATAGAAAACTGTCTAATATTTCTGCATCTTC^TTATTATITATCAAGATGAAAATCATATCA^ 

CAAATCATGCTAGAAAATCTAGTAATCCAATACCATACCCTCCGACCGAACCACTACCGACAAATA 

TTTCTGCTTCTGTGGCTGAAACAGGGAAAGGGTCAACTACAACTAAAAGCAACCTATCTAAGGGTT 

GTCCCTTATTTGATGATAAAGAGAATAAAGCTTCTTATCAGTTTGTTAAACCATTGCySkAACAGC^ 

TCAATTCCTCGGGGTTGGTCAAAAAGAATAGCATAAGTGGTCTGCTGGACAGGAAACTACCTCCAG 

AAACACCAATCAAAAGAAATCCATTAATGATTTTAAATACCAACAAAGTTGTACCTCCATATAGCA 

GTGGATTTGCTGAAGGAAAAGATGTAATGGGTGATCAACATGATATATATTCCCATATTCCATGTC 

AAAATCAACGTTTTCCTGGCAGCGTGAATCCCAACACTACTACGAACAACAACAACACTCAACAGC 

ATCATGATAGTGATCTTTCTATTGAAGTTGGAAGGAATAATTCTTATGATGCCAGTAGTAGCACTA 

TCAATAACACAAGTTATATCAAAATTTTCCCTTCTTCGGAATTGAAAAAGGAGCAGGTGC^^ 

GACCACAAGAAGATTTAGAATTAGTTTTCAATTCTGACATTGAACTAGATGATAACATAATACCAG 

AAACACCAACAAAGAAACTGCTACTACCGAATCAGOICCATCAACATCACTTACCCCTTTACACGC 

AATCCAAGAGTCCATTGTTGAAGTTTGACACTGAGAAAGATGGAAGAAGGAATTTGTCAATAGTCT 

TAGATAAATCAAATGCAACTAAACGAGAAATTAGCGAACCACCTTCAACACCAATCAATATGTCAT 

TTGCAAAGAATAGTTTTAAGAAACCTATGAATAATGCTGAAAGAGGTGATGACCCTGATAGTATAA 

TTGCTCAACGCATAGATATTATGCCATCGTTAGATGAAGTTGACTCAGTGTCTGTTTATCCTTCAA 

AGATAGATGAACATTTAATTGAAAAGTTTGGAATGAAGAATATCAAGTATATTGGATCGGGAGCAT 

TTTCCATTGCTTTTGAATGTTTATTTAATAACGAAAAGTTTGCTATCAAAAGAACTAAAAAACCAC 

TTATTGGAAAATTGGAGAAACAAACTATAAAACGAGAAATTGAAGCATTGAGAGTGTTGACAAGCA 

TTAAAGAAGATGAAGCAACTAATATGCAAGAACAAGAAGAAGGGAAAGAGTATCTAGTTTATTTCA 

TTGAGGCCTGGGATTTTAATAATTACTACTATATAATGACAGAATTCTGTGAAGGTGGTACaVTTAT 

TTGATTTCTTAGAGGAAAATAAACATTACAAAATTGATGAATTTAGAATTTGGAAGATCCTAAT^ 

AAATTCTAAATGGGTTAAAATTTATTCyVTCTGAAAAATTATTTACATTTGGAl^ 

ACATTTTTATCACTTTTGAAGGGTCATTGAAAATTGGTGATTTC 

TACTAGAAAAGGACTTTGATCTTGAAGGAGATCGTAATTATATTGCCCCGGAATT6ATTAATGACA 
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AAATTTATACTCCGTTTGCAGATATTTTCAGTCTTGGATTGATTATATTGGAGATCGCTGCTAATA 
TAATTTTACCAGATAATGGAACGCCATGGCGTAAATTGAGAAGTGGAGACTTGAGTGATGCTGGCC 
GATTATCAAGTGATAATATTTCAATGTTTTTACAACACAATCCAAATACCAATAGCAATATCAGTG 
GCAGTGGAAGTAGAAGTGGTAGTGGCAGTACAGGAGGCAATGGTAGTGCTGGTGATTGA 

YJL187C_homolog 1062aa (SEQ ID NO 384) 

MDSNPCQDVSGDTSSTPMANIWPTNDSTISSQNHSKTGLRKHQQQHYHQHSHSQMHSHSQQSPYIN 

QLEYFTNNQFSRSFNSLILEDANDAiraiNSSTTTLNKKTINKSPPFNIKQDLIJroSIDTFLD^ 

ETIEDGDVTTTDDDHDFDDEDIEDPEAVQYTPTLNILKSKKVDSFNIISSKHRKSNSQITYNSHVR 

KPSEEDTSSSMATIRLSNNSQSSIKRSSKYIJILSIDSOTiKTVDGGKIPDEIDDISLNEIDVAVAPN 

DFSSPLSARKPDIFAAITAANGNSNNQFKRPHKLVSQSPSPSSKNKFRISSSTTSSPQSNLHSPSK 

LGSKGFKMFKNANRDAIMSSSRVMTPEKPKMVSKIFGKSAKIRRAYTPTHTSTPMAVSSLNPPSSS 

TSNSTTAAITSTSPAADEHYDIDNDCDSPSKNRKSSNISASSIIIYQDENHIKSNHARKSSNPIPY 

PPTEPLPTNISASVAETGKGSTTTKSNLSKGCPLFDDKENKASYQFVKPLQTAFNSSGLVKKNSIS 

GSSDRKLPPETPIKIOgPLmLNTNKVVPPYSSGFAEGKDVMGDQHDIYSHIPCQNQRFPGSVNPNT 

TTNNNISTTQQHHDSDLSIEVGFNNSYDASSSTINNTSYIKIFPSSELKKEQVLQRPQEDLELVFNSD 

lELDDNIIPETPTKKSLLPNQHHQHHLPLYTQSKSPLLKFDTEKDGRRNLSrVLDKSNATKREISE 

PPSTPINMSFAKNSFKKPMNNAERGDDPDSIIAQRIDIMPSLDEVDSVSVYPSKIDEHLIEKFGMK 

NIKYIGSGAFSIAFECLFNNEKFAIKRTKKPLIGKLEKQTIJCREIEALRVLTSIKEDEATNMQEQE 

EGKEYLWFIEAWDFNNYYYIMTEFCEGGTLFDFLEENKHYKIDEFRIWKILIEILNGLKFIHSKN 

YLKLDLKPAJIIFITFEGSLKIGDFGLATKLPILEKDFDLEGDRNYIAPELINDKIYTPFADIFSLG 

LIILEIAANIILPDNGTPWRKLRSGDLSDAGRLSSDNISMFLQHNPNTliSNISGSGSRSGSGSTGG 

NGSAGD 

YJL189W_hoinolog 887bp public: 1..666, PathoSeg: 667.. 887; exon 1: 

501.. 506, intron 1: 507.. 737, exon 2: 738.. 884 (SEQ ID NO 385) 

AGTCAAGAATTTTATGATGACTTTGGAGGATGGTCTGATTAAGACTTGTCTTTTACCAGTTTTTTC 

AGCATTGTTGATGGCGTTTAAAGCATCAGCTAAGACGGAGGTTCTAGTCATGGTTGAATTGTCTGT 

TGATAAAAAGAAACCGTGAAAAGGAAGTATTGTGAAAAATCGATTGATATTTTTTTTTT^ 

TCCTCACTGTAACAGTAGTAAACACACTAGTTACAACTGATGACCTGCATATTATAAATCTTTCTG 

AAAAAATTTTTTTCCCTGTATTTTTGTAATTCTTTCGCTCTTTCTCACTCACTCACACCT 

GAATGAAAGGTTTGGTGTCTACAAACTCCACTAACAAAATCTCACTCCTGTGCCTAAACACACACA 

GACCCACACGCAAACCTTTCTCTCAGAAACAGAAAAAAAAAATTTCAAGCAAAAATTTTTTCCATC 

TAGATTTTCTTTCTTCAGAATATCAAGTAACTTTAAAGATGCCTGTATGTACAATAACAGTGTTAT 

AATGATGTCTTTCAGTCTTTTATTGGGTGATTATTATAATAAATGGCAGATGAGAAATATATTGGA 

TAATAAACCTTGCAAATGAAATCAGTTGACCATTTTGAAATAATGGACCATTAGCAATACCCAGAT 

TGCTGGAACAAAGACGAGAGAACTAGACAACTCAGATATAATAGAACATCCATACTAACTTCACTC 

ATTTCTTATAGTCTCAAAAATCATTCAGAACTAAACAAAAGTTAGCTAAGGCTCAAAAGCAAAACA 

GACCATTGCCACAATGGATCAGATTGAGAACTGACAACAAAATCAGATACAATGCTAAAAGAAGAC 

ACTGGAGAAGAACTAAGTTGGGTATCTAA 

YJL189W_homolog 51aa (SEQ ID NO 386) 

MPSQKSFRTKQKLAKAQKQNRPLPQWIRLRTDNKIRYNAKRRHWRRTKLGI 

YJL190C_YLR367W_homolog 893bp public: 1..893; CDS: 501.. 890 (SEQ 
ID NO 387) 

GATTTCATTTGCAAGGTTTATTATCCAATATATTTCTCATCTGCCATTTATTATAATAATC^ 

ATAAAAGACTGAAAGACATCATTATAACACTGTTATTGTACATACAGGCATCTTTAAAGTTACTTG 

ATATTCTGAAGAAAGAAAATCTAGATGGAAAAAATTTTTGCTTGAAATTTTTTTTT^ 

AGAGAAAGGTTTGCGTGTGGGTCTGTGTGTGTTTAGGCACAGGAGTGAGATTTTGTTAGTGGAGTO 

TGTAGACACCAAACCTTTCATTCATTAATAAGTGTGAGTGAGTGAGAAAGAGCGAAAGAATTACAA 

AAATACAGGGAAAAAAATTTTTTCAGAAAGATITATAATATGCAGGTCATCAGTTGTAACrAGTC 

GTTTACTACTGTTACAGTGAGGAAGGAGGAAAAAAAAAAATATCAATCGATTTTTCACAATACTTC 

CTTTTCACGGTTTCTTTTTATCAACAGACAATTCAACCATGACTAGAACCTCCGTCT^^ 
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CTTTAAACGCCATCAACAATGCTGAAAAAACTGGTAAAAGACAAGTCTTAATCAGACCATCCTCCA 
AAGTCATCATAAAATTCTTGACTGTCATGCAAAAACACGGTTACATTGGTGAATTCGAATACATTG 
ATGATCACAGATCCGGTAAAATTGTTGTTCAATTAAATGGTAGATTAAAOyATGTGGTGTCATTC 
AACCAAGATTCAACGTCAAAATCAACGACATTGAAAGATGGACTGACJU^CTTGTTGCCAGCTAGAC 
AATTCGGTTACGTTATCTTAACCACTTCTGCTGGTATCATGGACCACGAAGAAGCTAGAAGAAAGC 



YJL190C_YLR367W_homolog 130aa (SEQ ID NO 388) 

MTRTSVLADALNAINNAEKTGKRQVLIRPSSKVIIKFLTVMQKHGYIGEFEYIDDHRSGKIWQLN 
GRLNKCGVIQPRFNVKINDIERWTDNLLPARQFGYVILTTSAGIMDHEEARRKHVSGKILGFVY 

YJLl97W_homolog 4619bp PathoSeq: 1. .3041/3260 . .4619, pxiblic: 
3042.. 3259; CDS: 501.. 4616 (SEQ ID NO 389) 

CAACGACAACAACAATAAGAAGAATCTTTTCCAGATATTGTAAAATCCTTATATTAAATGTTAATA 

GAAGCCTAAAAATTGCTTGAATTGATAGATTTGCTGATTCTTTTGCTAGAAACACGCGTTATATTA 

CTTATCCTTTCTCTAATTTCTTGATCTCTGTTTGAATCAACAACGCCTTTGTTTTCTCT^ 

TCCCTCTGCCACCCCCAGTTTATTTGTTTGCTTGTCGACGTGCTGCCAAAAAAAAAAATTGAGTTC 

TCTCTCTCTTTTTTACyACAGAGAAGAGACAAAGAAAAAAAAAAACATCyU^TTAAGATTCAA^ 

TTTTTTTTTTAGTTTTTTTAACAAa^AAATTGAAATTACAATCCT^ 

AGCTCTAAATACTAATAATTATAACAATAATTAATTGAATTATTCTATAAACCACTGATATTTGAT 

TTTATCTTTTTATTTTTGTTTGTTCCCATAATTGTGTCATGCCTGAa^TATAGAA 

AGATACCTTCTGATGCAAAGGAAATTGTGACTACAAATGAAATTGAAGCAACAGATTCAGAACATA 

CAACAAATGTCGATAATGAACTCCCTCAAGGTGAATCCAATGAACAAACAGGAGATGACTCAAATG 

ACAACCTTGCATCCAAACGTCAATTAATCAATGATTTATTACACAATGATCATTTTGAAGAAGGAA 

CAGAACGTTACATCATCCCTCAAAATTTCTTACATGAATTTTTGAATTTACCAATCGATAATTTTA 

GTGATTTGAAAGATCAACTTGGTCCTATTGATTTCCACTCATTACTTAATGAACy^GGTAATOT 

ATCCCGAGAATGAA6AACCAGTCACTTTTTGTCATGTATCGCCAGAAGTATTTCAACATOT 

AATGGTTTGGAATATTGGGCCAACCAATTATTAGAGCTATCATTATTAATCCAGACACCAAAGAAA 

AACAGATTGAAAGATTCCCGCCmTTATTTTGGGTTCATCAATTAGGTAAAl^GACGCAACC^ 

ACTTGCGACACCGTCATAATGGAAGCAACCACAATCATCATCACCATGGTCATCACGATTCACCAA 

TACCAGTATTGCTTTCCAAAACAAGCACTTTTCATAGATTAATGGATGTTATACGTTATAATGTTC 

TTAAAGCACCACGAAAATCGACGAAAGATTTTAGGATTTGGTTTATTGTCCCACAAGATAAAGGCT 

TACAGTATTTGATTTCAATACAAACTTTTATGTTTGATATCTCCAAAAAAACTTTGGTTTCACCAA 

ATATGCTTGAGGATGCTTTGAAAGATCACGGTATTGTGGCCAGTTCCTATAATATAATGGTAGAAG 

CAAAAGAAAAACATCAAACAGAATTTCCTATTGATCAATTTATTTTATCTCATTCTAACGCATATG 

AAGAAGTATCACAGGGTGGTGGACACCTTGGATTATCAAACATGGGGAACACATGTTATATGAACT 

CGGCTTTACAATGTTTATTACACGTTCCTGAAATCAACTATTATTTTTTTTACAACATTTATAAA^ 

AAGAATTGAATTTTGACAACCCCTTGGGATATCATGGAGATGTTGCCAATGCT^TTTGGTTCACTTC 

TAAAAC^AGCATTTGATCACGTGAAAAATAGTTCTAGTATATCTCCTCGAGAATTCAAATCAACTA 

TTGGGAGATATTCCTCGATGTTTTCTGGGTATCTTCaACAAGATTCTCAAGAGTTGTTC 

TATTAGATGCTCTTCATGAGGATTTGAATAGAATTCACCAAAAACCATATTGTGAAAAGCCCGAAT 

TGAAAGATGACGAAATTGATGACCCCCAAGCCATCACCAAACTTGCCAATACTTGCTGGAATCAAC 

ATAAGGCAAGAAACGACTCGGTGATAATTGATTTATTTACTGGGTTGTATCAATCTACATTAATCT 

GTCCTGATTGTGGTAAGAAATCCATAACTTrrcATCCCTTTAATGATTTAACTTTACCTTTACCCA 

TCAGTAAGAAATGGTATCACACATTTACAATTGTTGATTTGTCCAATCAAGGCGTTATACCGGAAA 

GGATAATGAAGTTGGAAGTTGAGTTGAATAAAACATCCAATTTCGATGATTTACTTAGCTATTTGA 

GTAATTTCTTGAATGTTCCATCTACTGAGTTGTTTGCTTATGAGATTTTTCAAAATGCAATCTATA 

GTGACTTCCAATTAGATTACACCAAGAACAAGTTTTTACCTATCAGTGATATTATCAGAGATACAG 

ATGATGTTATAGTGTACATTGTTCCACATAACCCTGCCGTTGACATCATTGTGCCAGTGTTCAATG 

CCGTTGAAGATGCTGATAGTTCATATCAAATGGTTAATTTTTTTGGAATCCCATTATTTC^ 

TGAATAAAGAAGTCGATGTCAATAGTTTTGGTTTTATTAGAAAGAAATTATTAGAAACAGTTT^^ 

TATTGAGTAAAATTGATTTGGTTGATGAATATGAAAAAATAAAAAGGAGTAATGAAGATTACGTT6 

AAAAAGTATTTTACAAAAAACTGGATTTCCCTGCATTGTCACAGCCATTAGAAACCTCCGATTGTG 

AAAAAAACAACAATAATACTAGCGACAACGACGACGATGAGGATGCTGACAACGATGAAGGCTATG 
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ATAGTGAAGTGTCTTTGGCTAACCCATACCTTGGAGCTAATTTTGGGTTCAAAATCATGTATGTTC 

ATGACTATAGCCCTAAATTGAATTCTAACCTTCGTAGCAGGTACAATCATGACCAAACAACCAAAT 

TCAAACAAACAGAGAGAGTTATTAATGTTCCTACACACAAACCTACTTTTAGCGATTTCAAACC^ 

TATCGGACCAATTAT(y^GAATCAAAACGCAACTATTATTTTTATCCT6ATTATAAAAAGAT^^ 

ATGAGATGGACCAATTGGTGGAGGAAGTGAACCAAAATTTGGCAGAGCAANGAGAAGCGAGATCAT 

CGGGGTCAGAAAATAGTAGTAGAGCACTGGAAGAACAAGATGGATTTGTATTAATAAATAAAGAGG 

ATACTCTCAAGCAACAATCAACTGTACCTGCTGCTGCTGAAACGGTACCTCCACCATTACCTGTTA 

GAAATAATACTGGAGTTCACATCCCGTCATCCGATGAAGAAACAGAAAGTGAAGCTAATTTGGGAA 

GTTTGTTTGATTCAACATCAAACTTGCCGTTGCCTCCACCATCTACATATTCCGAATCAACl^^ 

CTTCGAATGTAAACTCCCCTATGGAAAGTAACTTTGAAAGTTCATCAGCAGACTTGAATTCTGGTA 

CAACATTGATATCGAAGGACACAGTTTTGTTATGTGATTGGGATAAGGAAATTTATCAAi^ 

TTGGTGATAAAGAATTACAAGCATGGGAAAACATATCGAATTTACCGAATCCAGAATTGGAGAAAA 

ATAGAGCTCATTTTGAAAGACAAAGAAAAGCTAAAATTACATTAT(n<3ATTGTCTTAAGAGTTTCA 

GTACCCCTGAAATTTTAGGTGAACATGATTTATGGTATTGTCCACGTTGTACTGAACATAAACGTG 

CCACa^GACAATCCAACTTTGGTCAACGGGTGATATCCTCACTATTCATTTGAAAAGA 

GTGCTCGTGCATTTAGTGATAAGATTGATGTTTTGGTTGATTTCCCAATTGAAGGT^ 

GTTCGTATGTTGCCAATACTCATTTGAa^CCTGAAGATTGTTTATACKAC^^ 

GGTATTATTTTAATGATAGTCGAGTCACTGAAATTAATAATCCTCAA6AAGTCGTAGCTAATTCTG 
CGTACCTTTTATTTTACCGTCGAAGAAGTTCGAAAGGAGCTGGTATTTTGGGAGGAGAAAACTT^ 
TCGACTTGCTTCAAAAAGGTCGAGAGGAATACTCTGAGAGTTTGCAAAAGAAAAGATTGGTTCTTC 
AAAATGTTGGCCAAATAGT€AATACGTATGCCAAAATTGAACAAGATATAATTGAT 
AGAAACAGAAAGAGGAACAAGAACAGGAACAGGAACAGGAACAGGAACAGGAACAAGAGCAAGAGC 
AAGAGCCAGTTCAAGAGCa^GATCAAGAACAAGAGCCAGATCAAGAGCCAGATCAAGATCAAGATC 
AAGAGCCAGATCAAGAGCCAGATCAAGATCAAGAGCAGAATGAAACAATAAAAAAATCTAGACCAT 
TCGATGAACTCy^CCATCAACTAGTGAAACAAATAACCAACAACAAACAACTOlGTTCAAC^^ 
ATGATGAAGATAAT6ATTACGATTATGAAGCAGAAGTAGAAGATTCCAATATTCGCAAACAAAGAT 
TACTTTCy^AAAGAAAATAACAGCAATAAATTGGTGCATATTAAAAGa^TGGTCGCCAAGAAGT^ 
CTTCATCACCAGTACCAATTGAAACTGATGGTGACACTGATGTAACTGATTCCAATTCAACATAG 

YJL197W_homolog 1372aa (SEQ ID NO 390) 

mpdniedrseipsdakeivttneieatdjsehttnvdnelpqgesneqtgddsltonlaskrqlindl 

lhndhfeegteryiipqnflheflnlpidnfsdlkdqlgpidfhsllneqgnlypeneepvtfchv 

spewqhlgewfgilgqpiiraiiinpdtkekqierfpplfwvhqlgkktqptylrhrhngsnhnh 

hhhghhdspipvllsktstfhrlmdvirynvlkaprkstkdfriwfivpqdkglqylisiqtfmfd 

iskktlvspnmledalkdhgivassynimveakekhqtefpidqfilshsnayeevsqggghlgls 

nmgntcymnsalqcllhvpeinyyffraiykkelnfdnplgyhgdvanafgsllkqafdh\^ 

isprefkstigryssmfsgylqqdsqellswlldalhedlnrihqkpycekpelkddeiddpqait 

klantcwnqhkarndsviidlftglyqstlicpdcgkksitfdpfitoltlplpiskkwyht 

lsnqgviperimklevelnktsnfddllsylsnflnvpstelfayeifqnaiysdfqldytknkfl 

pi sdi irdtddvi vyi vphnpavdi ivpvfnavedadssyqmvnffgiplfwmnkevdvnsfgfi 

rkklletvsllskidlvdeyekikrsnedyvekvfykksdfpalsqpletsix:eknnnntsd^^ 

edad^roegydsevslanpylganfgfkimyvhdyspklnsnlrsrynhdqttkfkqtervinvpth 

kptfsdfkplsdqlseskrnyyfypdykkmddemdqlveevnqnlaeqxearssgsenssraseeq 

dgfvlinkedtlkqqstvpaaaetvppplpvrnntgvhipssdeeteseanlgslfdstsnlplpp 

pstysestkpsnvnspmesnfesssadlnsgttliskdtvllcdwdkeiyqkcfgdkelqawenis 

nlpnpeleknrahferqrkakitlsdclksfstpeilgehdlwycprctehkratktiqlwstgdi 

ltihlkrfhsarafsdkidvlvdfpiegldissyvantdltpedclydliavdnhygglggghyta 

svknfrddkwyyfndsrvteinnpqewansayllfyrrrsskgagilggenpidllqkgreeyse 

slqkkrlvlqnvgqivntyakieqdiidketekqkeeqeqeqeqeqeqeqeqeqepvqepdqeqep 

dqepdqdqdqepdqepdqdqeqnetikksrpfdelkpstsetnnqqqttqfnfddedndydyeaev 

edsnirkqrllskennsnklvhiksngrqevtsspvpietdgdtdvtdsnst 
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YJLl98W_hoinolog 2693bp PathoSeq: 1 899/1285 2693 , public: 
900. .1284; CDS: <3..2690 (SEQ ID NO 391) 

TTCATTTCCTAAATTCAAATGAATTATCATCACCAATGCCACCATCATTTTCTATTAACTATGGTA 

GTGAATGGGATTTAGAAATCATTCAAACTAGTTTAGATAATGAAAAAGAATCAGAAACTAAATCAT 

TTACTGGTGAATTAGAATATACTTCAACTTCTTCCAATGGTGAACATGACACCACCACCACTGCCA 

CTAAACATGAATTGATATTACAACAAATTTTGAATTCTAATGATGAATCATATATTAATCCTAAAT 

CATTAACT^TTTGATCCATTAAAAATTTTCACTAAACAATTAATTGGTGAATTAATT^^ 

AATTTTACAATTCAAAAGAATCGGAAATTTTCAAAATTTATAATAATTTAATTCATGAT^ 

ATCAAAATATTAATATTGATGATGTATTTAAATTCACKa^GCTTATAATTATTCCGATCCAAAT^ 

TAATAAATACTGATGATCATCATCAATATCATTTAAAATCAACTTTATCAAGAACAGTTACTAATG 

CTAGTGTATTTGATACCATTAATCATATTGATAATGATTATGATAATAATAATAACAACCAA7AGA 

ATAATTATGATTTGGAGAAACAAAATAATACTACAGTTGCAATTCATGATGATGATGATTCAGAAG 

ACGATGAAGAAGAAGAGGAAGAAGAAACTCATAGTCATGATTCAGTATTACTTAATCATACACATT 

TTAATGTTAAACAACAATTAAAAATCACATTAAAACGTAAAGCCATTACATTATTTATAAATCTTT 

CTGAATTAAAATCATTTATTGAATTGAATAGAATTGGATTCACGAAAATTTGTAAAAAATTTGATA 

AAACTTGTGGTTATTCAATTAAACAAGATTTTATTAATGAATTTTTACCTCAATATTCTCGAGTAT 

TTGAAAATGATACCATTGAAGAATTAGATTATAAATTGAATCAAATTATTAAAATTTATGCCTTTT 

TATCAAATAAATTAACTACTCAATCAACAACTAAAGAAGATTTGGATAATATAAAATTTGAATTAA 

GATCTTATTTACGTGATCATATTGTATTTGAAAGAAATACCGTTTGGAAAGATTTATTATCATTAG 

AAAAGAAATCTTATAATATTGATTTAGATAATTCTGTGGTTCAAAATAATAAAATGGGTGATGAAG 

GTCATATAATTAATTCAATGATGAATTTATCCATGAAAAGAATTAATTTACCy^CAA^ 

AATTGATTAAATATGATCATATTGATATTCCAO^TTTTTATTAACTACTCAAATGC^ 

TTATTATTGTCATTGTTTTCATTATATTATTAGCAGTGAAAACTTTTAATGATCCAGTTCAAGGTC 

GTTGTTTAGCAGTATTAGTTGCTGCTGCCATGCTTTGGGCTTCAGAAGCATTACCTTTATACACTA 

CAGCTTTATTAATCCCACTTTTGGTTGTTACTTGTAAAGTTTGTAAAACTCCGGGAACCGATGATC 

CAATGGATGCCACCAAGGCATCACAATATATTTTTGGGACAATGTGGAATTCCACAATTATGATAT 

TAATTGGTGGGTTTACATTAGCTGCTGCATTATCAAAATATAATCTTGCCAAAATATTATCATCAT 

ATATTTTAGCATTAGCAGGTACAAATCCAAGAAATGTATTATTGGCAATCATGTGTGTATCATTAT 

TTCTTTCCATGTGGATTTCTAATGTTGCTGCCCCCGTTTTATGTTTTTCATTAATTCAACCAGTTT 

TAAGAAGTATCCCCACyiLGATTCCCCCGTTGCTAAAGCATTAGTGTTAGGGATCGCTTTGGCGTCTG 

ATGTTGCTGGTATGGCTTCACCAATTGCATCTCCACAAAATGTTATTGCTCTTGAATCAATGAATC 

CTAATCCAGGTTGGGGGAAATGGTTTGCTGTGGCATTACCTGTGGCAATCATTAGTTTAATTTT^ 

TTTGGGTGGAATTATTCATGACGTTTAAAATCAATAATGTTAAAATCAAACaATTCAA^ 

AAGAAAAATTAACCATGAAACAATGGTTTGTATTTGCCGTCACTATAACTACTATTCTTTTATGGT 

GTGTTATGCAAAAAATTGATGGAACATTTGGTCAATCAGGTATAATCy^CTTGTATCCCAATTC 

TATTTTTCGGTACCGGTTTATTAAAAGTTGATGATTTAAATAATTATCCTTGGTCAATTGTTATGT 

TAGCCATGGGTGGTATTGCATTAGGGAAAGCCGTTACTTCTTCAGGTTTATTGAAAACTATTGCTT 

TAGCATTACAAAAACGAATTATGCATTATGATGCCATTGTTGTATTAATCATTTTTGGAGCATTAA 

TTTTGGTGGTAGCTACATTTGTAAGTCATACTGTATCAGCACTTATTATTATCCCCTTGGTTAAAG 

AAGTTGGAGATTCATTACCTAAACCTCATCCATTAATGCTTATTATGGGTGTAGCTTTAATTGCTT 

CAGGGGCAATGGGATTACCAACTTCAGGATTCCCTAATGTGACGGCAATTGGTATGAGAGATGAAG 

TTGGTAAACCTTATTTGACGGTTAATTTATTTATTACTAGAGGGGTTCCGGCAAGTATAATTGTTT 

ATGTTTGTATTATCACCy^TTGGTTATGGTATTATGTCATCATTGAACTTTTAA 

YJL198W_homolog 896aa (SEQ ID NO 392) 

HFLNSNELSSPMPPSFSINYGSEWDLEIIQTSLDNEKESETKSFTGELEYTSTSSNGEHDTTTTAT 
KHELILQQILNSNDESYINPKSLTFDPLKIFTKQLIGELIKINQFYNSKESEIFKIYNNLIHDLQN 
QNINIDDVFKFTQAYNYSDPNIINTDDHHQYHLKSTLSRTVTNASVFDTINHIDNDYDNNNNNQKN 
NYDLEKQNNTWAIHDDDDSEDDEEEEEEETHSHDSVLLNHTHFNVKQQLKITLKRKAITLFINLS 
ELKSFIELNRIGFTKICKKFDKTCGYSIKQDFINEFLPQYSRVFENDTIEELDYKLNQIIKIYAFL 
SNKLTTQSTTKEDLDNIKFELRSYLRDHIVFERNTVWKDLLSLEKKSYNIDLDNSWQNNKMGDE6 
HIINSMMNLSMKRINLPQCLKKLIKYDHIDIPQFLLTTQMLKIIIIVIVFIILLAYKTFNDPVQGR 
CLAVLVAAAMLWASBALPLYTTALLIPLLVVTCKVCKTPGTDDPMDATKASQYIFGTMWNSTIMIL 
IGGFTLAAALSKYNIJUCILSSYIIJ^GTNPRNVLIAIMC^SLFLSMWISNVAAPVLCFSLIQPVL 
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RSI PTDSPVAKALVLGI ALASDVAGMASPIASPQNVI ALESMNPNPGWGKWFAVALPVAI I SLILI 

WVELFMTFKIMJVKIKQFKPIKEKLTMKQWFVFAVTITTILLWCVMQKIIXSTFGESGIITCIPI^^ 

FFGTGLLKVDDUSINYPWSIVMLAMGGIALGKAWSSGLLKTIAIALQKRIMHYDA^^ 

LWATFVSHTVSALIIIPLVKEVGDSLPKPHPLMLIMGVALIASGAMGLPTSGFPNVTAIGMRDEV 

GKPYLTVNLFITRGVPASIIVYVCIITIGYGIMSSLNF 

YJR049C_honiolog 2279bp PathoSeq: 1..839, public: 840.. 2279; CDS: 
501.. 2276 (SEQ ID NO 393) 

TATAAAGTTTCAAGTATAAAAAGGCGTTTAAAATTAATTCTTGTGATTTAAATAAGTTAAAT^ 
TTTTTTTTTCTTTGTTAGTTTTTCGCTTTATCCGTTTTACCCAAGAAAGGA 
CCCTCCCCCCTTCCCAGTTCCATGGCCCGCCCCCCCCCTCTCAACAGTTGCTGTCGTTCCTGCCTC 
ATTTTCCACGCCCATTACATTATATGACTAATATCCGTTGCCTTATTATTAAAGTCACAATACATT 

TAAATTGATAAACAATAGAGTAATTGATACTTTCGAAGGACAATAAAACGATATATATTTATATAT 

TAGAGTGAACAATAGCGATTGCCAATCACAGACAACAGATAATTTATCTTTCTCCTATTCATTTGC 

ACAATTAAATCCAAAAAAAAAAAAGAATCGAATTCCATATGTCGCATAAGACTCAGAGCCAATTAT 

CTTCACAAATGAAAAACTTGAATACTCCACCAATAGACTTCAACTCAACTTOAGTAAC^^ 

TGCCTTCTGAACCAAATCTGCAACCGCAACAACAACAATCACAACCAGAAGCAAAAACGGAGCCAC 

AAACCATACGCCCTGCTACTTTTACAACTAGTGGCAATTCATOVTCTTCGTCGATATC 

CAGCAGATATCyiTTCAACCaVCTTCyiTCAACTACTGATAAATAACAACAATTC^ 

CAGCGCCACAAAGCTCaVTCGTTTCAACGCCGAAACAATCCACAACGTT^ 

ATGTATACACTGACTTCAATAGTACTACT-TCATCTGCTTCAAGaATTAGTAGTTCACC^^ 

TCTTCACCAGAGAGCCACCACGGATCCATAGTAAATTGATATGTGAAGAGATTGCCTCTGCCAATA 

ATCGAGCTGCTAAAGAGGTTTTATCACGTTTATCTACTGATGAATTGCGTTCAGTTAAATCACATA 

CTGAATTAGCTGAAACTGCTAATGGAGTGAGAATGTTAGCCAAAAATTTATCCCGAGCAACCATTC 

AATTAGACGTTAGAGCTATTATGATTATCACTAAAGCTAGAGATAATGGACTTATTTATTTAACAA 

AAGAAGTTGTTGAATGGATTTTGGATCAACATCCTCATATAACAATTTATGCTGATGAGAAATTAG 

CAAAGTCGAAAAGATTCAATCCGGAAAGTATTATTGCCAATTATCCAAATGGTTGTAAGAAATTAA 

AATATTGGAATAAAAAATTAACTACGAAAAATCCAGAAATTTTCGATTTAGTACTTACATTAGGTG 

GTGATGGTACTGTATTATTTGCTTCAAACTTATTTCAAAAAATTGTTCCACCTATACTTTCAT^^ 

CATTGGGCTCATTAGGTTTTTTAACCAATITTCAATTCAGTGCATTTAGAACAGTAOT 

GTTTTGATTCTGGAGTTAAAGCAAATTTGCGTATGCGATTCACTTGTCGAGTACACACTGATGAAG 

GGAAGTTGATTTGTGAACAACAAGTGTTGAATGAATTGGTAGTTGATAGAGGACCTAGCCCATATG 

TTACTCATTTGGAATTATACGGCGATGGATCATTGTTAACGGTTGCCCAAGCTGATGGGTTGATTA 

TTGCAACTCCAACTGGTTCGACTGCTTATTCATTATCTGCTGGTGGGTCTTTAGTTCACCCTGG 

TGAGTGCCATTAGTGTTACTCCAATTTGTCCTCACACXrTTATCGTTCAGAC^ 

ATGGGATGTTTTTGAAGGTTAAAGTCCCACTGAGCAGTAGAGCCACTGCGTGGTGTTCAT^ 

GTAAAGTGCGTACTGAATTGAAGAAAGGTTATTATGTCACTATTCAAGCTTCACCATTCCCCTTAC 

CTACAGTAATGTCTTCCAAAACAGAATATATTGATTCTGTO^GTAGAAATTTACATTGGAACATCA 

GAGAGCAACAAAAACCATTTAGTTCATATTTGAAACCAGAAACGCGACAAAGTATTGCTGAAAGTG 

AAAGATTGGATAATTTACATATTTCAAGTGAACAAGATGAATCGAATCATGAGGAACCTGAAATAA 

CTGAAGATTTTGATATTAATTATACTGACAATGAACGTGATTCTTCTAGTTCCACTCCTAGTGAAG 

AAAGCAACGAAGAATGTGCTAATACCACGACATAA 

YJR049C_homolog 592aa (SEQ ID NO 394) 

MSHKTQSQLSSQMKNIJITPPIDFNSTSSNNTMPSEPNSQPQQQQSQPEAKrEPQTIRPATFTTSGN 
SSSSSISTLSADIIQPLHQLSINNNNSTVTQPAPQSSSFQRRNNPQRFNRNQLNVYTDFNSTTSSA 
SSISSSPKDFFTREPPRIHSKLICEEIASANNRAAKEVLSRLSTDELRSVKSHTELAETANGVRML 
AKNLSRATIQLDVRAIMIITKARDNGLIYLTKE\A7EWILDQHPHITIYADEKLAKSKRFNPESIIA 
NYPNGCKKLKYWNKKLTTKNPEIFDLVLTLGGDGTVLFASNLFQKIVPPILSFSLGSLGFLTNFEF 
SAFRTVLSKCFDSGVKANLRMRFTCRVHTDEGKLICEQQVLNELVVDRGPSPYVTHLELYGDGSLL 
TVAQADGLIIATPTGSTAYSLSAGGSLVHPGVSAISVTPICPHTLSFRPILLPDGMFLKVKVPSSS 
RATAWCSFDGKVRTELKKGYYVTIQASPFPLPTVMSSKTEYIDSVSRNLHWNIREQQKPFSSYLKP 
ETRQSIAESERLDNLHISSEQDESNHEEPEITEDFDINYTDNERDSSSSTPSEESNEECANTTT 
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YLR048W_)iomolog EMBL_entry 1042bp piiblic: 1. .1042; CDS: 28.. 786 
(SEQ ID NO 395) 

ATAGCGGCCGCGCATATAATAGAGAATATGTCATTACCAGCTTCATTTGACTTAACTC^ 
GCTAAATTGTTATTAGCTGCCAACGTCCATTTGGGTGCTAAGAACGTTCAAGTTCACAAO^ 
TATGTTTACAAAACCAGACCAGATGGTATGAACATCATCAACATTGGTAAAACTTGGGAAAAAATT 
GTTTTGGCT6CCAGAATTATTGCTGCT6TTCCAAACGCTTCTGATGTTGCTGTTO 

TTCACTCCAGGTAACTTTACCAATTATATCACTCGTTCATTCAAAGAACCAAGATTAGTTGTTGTT 

ACTGACCCAAGAACCGATGCTCAAGCCATCAAAGAATCATCTTATGTTAACATTCCAGTTATTGCC 

TTGACTGACATGCAGTCTCCATCTGAATACGTTGATGTTGCCATTCCATGTAACAACAAAGGTAAA 

CACTGTATTGGTTTAATCTGGTGGTTGCTTGCTAGAGAAGTCTTGAGATTAAGAGGTATTATCCCA 

GACAGAACTACCGAATGGTCAGTTATGCCAGATTTGTACTTCTACAGAGACCCAGAAGAAATTGAA 

CAAAATGCCGTCGAAGAAGCTAAAACTGAAGGAGTTGAAGGAGCTCCAGTTGCTGAAGCTGAAACC 

GAATGGACTGGTGAAACTGAAGATGTTGATTGGGCTGATTCTGGTGCTACCCCCAGCTGCTGAAGA 

TGCTGCTGCTTCTATCTGGTAAACACTGAAATCTACCAATAAGAAGTAGAAGTAGAAGTAGAAGAA 

GAAACAATAACAACAATAACAACCAAAATAAAAAAAAGGTTTAATGATGTATATTATCGATAAGGA 

GAAAGAAGAGATTTTCTTTTTTAATAATGAGGATGCCATTTTATACaVAATCCAAAAOT^ 

GAAAGATTAATAAATATAAAATATATATATATAAGTAAAAAAAAAAAAAAAA 

YLR048W_homolog SWISS-PROT_entry 253aa (SEQ ID NO 396) 

MSLPASFDLTPEDAKLLLAANVHLGAKWQVHNKPYVYKTRPDGMNIINIGKTWEKIVLAARIIAA 

VPNASDVAVCSSRTFGQRAVLKFAAHTGATAIAGRFTPGNFTNYITRSFKEPRLVWTDPRTDAQA 

IKESSYWIPVIALTDMQSPSEYVDVAIPCM^GKHCIGLIWnJIAREVLRLRGIIPDRTTEWSW 

PDLYFYRDPEEIEQNAVEEAKTEGVEGAPVAEAETEWTGETEDVDWADSGATPSC 

YLR088W_homolog 13 3 5bp public: 1 80/494. .776/821 .. 1335 , PathoSeq: 
81. .493/777. .820; CDS: <1..1332 (SEQ ID NO 397) 

TCGGG6CTACAAATTTCGTCCATGAAAATTGGGTTCGCCACCAATACTTTGTATGCGATTATGCAT 

TACAATGAAGGTGCTATGAGTTTGGCGGTGGCTTTGGCACGGTACTTTACAAAGATGTCGATCTGG 

TCGAAAAACATTATTTTTGTATTTCCTGAGACGGGCCACAGACCGTTGAGGTCGTGGGTTGAGGCA 

TACCATACGGTGTTGGACGATACTGCGGGGTCGATTGAGGCGGCGATTATTATGGAGTACGGCAAG 

AACGGTGATTATTTTGAGTATTACGATATGTTCTACGAAGGGTTGAATGGGCAGTTGCCGAATTTG 

GACTTGTTGAATACGGCCAATGTAATGACGTATCATGAACAGATCCCCTGTGCCATGCAAGGGATG 

TCGGATAGGGTTATCAATTATAGCACCCGGTTGCAGACTTTGTTTAGGGGTATCCTCAAATTGACG 

CTTGTCGGGTTGACTGATGAAGTTCATGGGTGTGAAGCATTTTCGGGGTGGCAGATCCAGGCATTT 

ACGATCAAGGTAAGGGGGACTGAAGGGAAAGATGTTACGCAGTTTGGCCGGATTGTCGATTCTACG 

TTTAGGTCGGTTAACAATTTGCTrGAAAAGTTTCACCAATCGTTTTTCTTTTACI^ 

CCl^AAACACTTTGTGTCTATTGGGACGTACTTGCCGTCGGCGATTTTGTTGGCAGTATCGTATGCG 

TTGAGCTCTGTCAGTGCGGTGGTGGTTGCCGGGTTTGATTTTCGAAAGCTATATTTTGT^ 

GTTGAAATTGCGTGTGCTATTTTGGCGTTTGTGCCGGTGAACCAGGTGATGCTTGTAGCGATTCTG 

GCGGTGGTGTTGTTGCCGCGCCAAGCCATCTTTTCCAAGCAGGCGGCGrrTTCGCTAATTTCTATT 

GCGTTGTTGGCAGTGGO^TTACTTATTACCGCCCTCTTGATTGTACATrrTGCATTGGCGTTTAGT 

ATTGGGATTTTAGCCCTTCCATTGACATTTGTCCCGACATTAATGAAGAACAAGTCTAGGCTAACA 

GCTTTTTGTTTGGCGGTGTCGAATCCGTTTTTTGTGATTTTCGTTGCTGGGAAAGTGCTTGGCCAC 

CCCGAGCTATTTGACCGGTTGGTCACTGCCTGGTCGGACATACAGTGTTGGACATGGTTTATCGTT 

GTTTTGGGGTGGTTCCCAGCGTGGGTGATTATCACACTAAGCTACTGTGGCTACAAGCCAGTTAAG 

GAAAAAAGTGAATAG 

YLR088WJiomolog 444aa (SEQ ID NO 398) 

SGLQISSMKIGFATNTLYAIMHAPRGENTEAMALWPVmJSDNEYNEGAMSLAVAIJUlYFTKMSIW 
SKNIIFWPETGHRPLRSWVEAYHTVLDDTAGSIEAAIIMEYGKNGDYFEYYDMFYE6LNGQLPNL 
DLUTOANVMTYHEQIPCAMQGMSDRVINYSTRI^LFRGILKLTLVGLTDEVHGCEAFSGWQ 
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TIKVRGTEGKDVTQFGRIVDSTFRSVNNLLEKFHQSFFFYLMLSPKHFVSIGTYLPSAILLAVSYA 
LSSVSAWVAGFDFRKLYFWWEIACAILAFVPVNQVMLVAISAWLLPRQAIFSKQAAFSLISI 
ALLAVALLITALLIVHFAIAFSIGIIJ^PLTFVPTLMKNKSRLTAFCIAVSNPFFVIFVAGKVLGH 
PELFDRLVTAWSDIQCVmjFIVVLGWFPAWVIITLSYCGYKPVKEKSE 

YLR167W_homolog 1190bp piiblic: 1..1190; CDS: 501.. 1187 (SEQ ID NO 
399) 

TAGGTCATTCATAACAATTGATAGATGCAAGCTAATTGGAATGAAAAATCCATCTTGTATCAAAAC 
CCTTTGTTCCTCATAGTTAATCCGACTAAAGAAGTGTTTTTTTTTTCTTTTCT^^ 
CTAGTTGCCTTAACGACAGTAATAGTTAAAGCGTTGGGAAGTAATGGTGAACTCGAACCATTTGGT 
TGACGCTGACGATTAATAATGTGAATTTCTTTTTTCTTTTTGGTTGT^^ 

TGTCTAAATTAGGAAAATGTCGTGACCTTACGTACAGCACACACATACCACTGTCGTGCACTGACC 
AACAACAATGCGGTGTTAATCGATAACCAAAAGATTATAAATAGGGGGTGGAAGGTCGCCACTGTT 
TGAAATGAATCAACACAGTTTTTTTTCTTCTTGCTTTTTCT^ 

CAATCGTCAACTAACATATATATACAAATCTACAAGCAATGCAAATTTTCGTTAAAACTTTGACTG 

GTAAAACCATTACCTTAGAAGTCGAATCTTCTGACACCATCGATAACGTCAAATCCAAGATCCAAG 

ACAAAGAAGGTATTCCACCAGACa^CAAAGATTGATTTTCGCCGGTAAAO^TTAGAAGATGGCA 

GAACCTTGTCTGACTACAACATCCAAAAAGAATCTACTTTACAarrTGGTTTTAAGA 

GTATGCAAATCTTTGTTAAAACTTTAACTGGTAAGACTATCACTTTGGAAGTCGAATCTTCTC 

CCATCGATAACGTCAAATCCAAGATCCAAGACAAAGAAGGTATTCCACCAGACCAACAAAGATTGA 

TTTTCGCCGGTAAACAATTGGAAGACGGTAGAACCTTGTCTGACTACAACATCCAAAAAGAATCTA 

CTTTACATTTGGTT-TTAAGftT-TGAGAGGTGGTATGCAAATCTTTGTTAAAACT^ 

CTATCACTTTGGAAGTCGAATCTTCTGACACCATCGATAACGTCAAATCCAAGATCCAAGACAAAG 

AAGGTATTCCACCAGATCAACAAAGATTGATTTTTGCTGGTAAACAATTAGAAGATGGCAGAACCT 

TGTCTGACTACAACATCCAAAAAGAATCTACCTTGCACTTGGTCTTGAGATTGAGAGGTGGTTTCT 

AA 

YLR167W_hoinolog 229aa (SEQ ID NO 400) 

MQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTLSDYNIQKEST 
LHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKEGIPPDQQRLIFAGKQLEDGRTL 
SDYNIQKESTLHLVLRLRGGMQIFVKTLTGKTITLEVESSDTIDNVKSKIQDKE6IPPDQQRLIFA 
GKQLEDGRTLSDYNIQKESTLHLVLRLRGGF 

YLR234W_Jiomolog 2390bp public: 1..2390; CDS: 501.. 2387 (SEQ ID NO 
401) 

TCCAGAATAGTAATTAGGGACTTTAATTTTATTAGGAGTGGATTGCATAGAATATGCTATCTAATA 

GATACATCTTATTATATTCTTATTCATGGGAAAGCACCAGTATATGGAAATGCTGCCCAAGGTAGT 

GCACACAACAAACTAGTTTACAAAGTAAAATTCGAAGTTACGTCAAAGCTTAGAATGGTTCTTATA 

GTAGTTGTCTACTCTATCAAAAAACCCATAATTTGTCTATATAACGTAAGGATCACTATATGCTGT 

TGAGTAAGAAATATGTTGCGAGCCGTACCGACAATGGATTGGCTCAAACTTGTTCTCATCAAACTT 

GCAAAACACTTGGAGACGCGCGCGCGTTTCAACACACAATAAACAACACGAAAAATAAGGTAGAAA 

ACAAAAAAAAAATAAAAGGAACTTTAAACAAGAAGTAATCCCCATTAAAACTTGATCAACACTTTT 

AGGGTTTCCGATTTCCCCATTTTCTTGACTAAAATAATATGAGAATACTATGTGTTGCCGAAAAAC 

CATCGATTTCAAAAGAGGTGGCAAACATTTTGGGAGGAGGGCGAAAAAAAGTAAGAAACTCACGAG 

AAAAATTCATCAAAAACTACGATTTCACCTTCACTTTCAACTCTGAAGATGGGCCATGTCAAGTAA 

CCATGACTTCGGTGGCTGGACATATCACAGGACTTGATTTTGGGTCTGCCTTTTCGTGG^ 

GTGTTCCCGGGCGACTATTTGAAGCAGACATCAAGACCATTATCACCAAGAAATCTATTTAT6AAA 

ATATTGCAGAAGAGGCAAGAAAC6CTGATAAGTTGATGATCTGGACAGATTGTGATAGA6AAGGAG 

AATACATTGGATTTGAAATTATGAATGCTGCAAGAAAATACAATAGGAACCTTGGGTTAAACAATA 

TTTGGCGAGCTAGGTTTTCACATCTTGAACGAAATCACATTATTCGAGCAGCAAAAAATCCCGTGA 

ATTTGGATATGAGTGCAGTTTCTGCAGTTTCTTGTCGTATGGAAATCGATCTTCGAGTGGGTACCA 

GTTTTACACGTTTGTTGACTGATCAATTGAGACAAAAGGGGATAATTGAAAAGAATGAACTAGCTT 

TTACACCGGAACCATTCTGGTATATTGAGATTGAAACTAGGAAAGAGAATAAAAAGACAATTTTC 
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ATTGGGTTCGAGGTCATTTTTTCGACAAGATGTATGTGGTTATGCTTTATGATCGATGCTGCAA^ 

GTGGAGAATTTGGAACCATATCAAAAATAGAATCAAAACGGAAACCAAATTTCCGTCCATTCCCAT 

TGAO^CCGTGGAGTTACAAAAAGATTGTGCTAGATTTTTTAAGATGTCTGCTAAGACGGCGTT^ 

CAGCTGCTGAAAGACTTTATAACCTAGGGTATTTGTCGTATCCTAGAACTGAAACTGACAGGTTTC 

CCAAAGAAACCGATTTCAAGAGCTTACTAGAGGTGCACAAACAAGATCCGCGATGGGGAAGCTATA 

CAACAAAGCTTTTGAACGAAGGTTTCGAAACTCCTCGAAGCGGTTCTCATGATGATAAGGCGCATC 

CTCCAATCCATCCTATCAAATATGTTTCTTTGGACACCCTAAACACCCTCGATGAAAAGAAAGTGT 

ATGAATACGTTGTGCGACGCTTTATTGCCTGTTGCTCCAAAGATGCTGTTGGTACGCAAACCGTGG 

TGACTTTAAAATGGGGAGATGAATTCTTCACCGCAAGTGGATTAATGGTGCATGAAAAAAATTATT 

TGGAAGTGTATACTTACAAAAAATGGGAAAGCTCTAAACAACTACCGAAATTTACAGAGGGAGAAC 

AGGTCAAGTTGTCGAGTGGAATATTGAAAGACGGTAAAACAAGTCCACCCAATCATATGACCGAGC 

CCGAGCTAATTGCATTGATGGATGCCAACGGTATTGGAACCGATGCTACTATCGCTGAACATATTA 

ACAAAATAGAGACTAGGCACTATATTAATAAATTGAAAAAGGGGAAAAATGAATATATTCTTCCTA 

CTCCTTTAGGAATGGGGCTTATAGAAGGCCTTGAAAAAATGGAATTT6AAGATGTATCACTATCGA 

AACCATTTTTGCGGAAGTCGTTGGAAC6ATCACTTGAGGACATAGCAACCGGGTCCCGGCCAAAAG 

TGGATGTTTTGAATACAACAATAGGCGTATATGTTGACGCTTATAGTGTTTGTTCTCATCAGATAC 

TTGTTTTGTGCAATGAATGTAGGAGAATTATACTTGGAAATAGCAGTAACyAa^C^ 

ATAATAATACGTAA 

YLR234WLhomolog 629aa (SEQ ID NO 402) 

MRILCVAEKPSISKEVANILGGGRKKVRNSREKFIKNYDFTFTFNSEDGPCQVTMTSVAGHITGLD 

FGSAFSWGNCVPGRLFEADIKTIITKKSIYENIAEEARNADKLMIWTDCDREGEYIGFEIMNAARK 

YNRNLGLIOTIWRARFSHLERNHIIRAAKNPVNLDMSAVSAVSCRMEIDLRVGTSFTRLLTDQLRQK- 

GIIEKNELASYGTCQFPTLGFVVDRYKRVKSFTPEPFWYIEIETRKENKKTIFNWVRGHFFDKMYV 

VmiYDRCCKSGEFGTISKIESKRKPNFRPFPLTTVELQKDCARFFlOlSAKTAIAAAERLYNLGYLS 

YPRTETDRFAKETDFKSLLEVHKQDPRWGSYTTKLLNEGFETPRSGSHDDKAHPPIHPIKYVSLDT 

LNTLDEKK\^EYVVRRFIACCSKDAVGTQTVVTLKWGDEFFTASGLMVHEKNYLEVYTYK^^ 

QLPKFTE6EQVKLSSGILKDGKTSPPNHMTEPELIALMDANGIGTDATIAEHINKIETRHYIIJKLK 

KGKNEYILPTPLGMGLIEGLEKMEFEDVSLSKPFLRKSLERSLEDIATGSRPKVDVLNTTIGVYVD 

AYSVCSHQILVLCNECRRIILGNSSNNNNNN^^ 

YLR2 4 lW_homolog 309 8bp public: 1 .. 827/2190 .. 3098 , PathoSeq: 
828. .2189; CDS: 501. .3095 (SEQ ID NO 403) 

ATATATAGAATTATGGCTTAGTGCCCTTTATTAACTAAATTAGAGGTTACATTAATACAACTTAAC 
AAACAAGGAAACTAACATCCACGTATAGGGCTTCTTATATTAATATACCTAATTCAACCTGATTAT 
ATTGCCTTATATACAGCTTGTAAAAAAACACATAAGAAAGTTTACATCTCAAGATGAATTATCCCC 
CTATTGTAAAAAGTACATCGCCTAATGATAGACATCATAGAGTACTGGCGACTCCTTACATGATGG 
TAACGACAACAACTACAACAAAAAAAAAACATTATCTTGACGGTATAATTAGTAGTGTGCGAGAGG 

,p,p.p,p,pT;,rpQq^rpq;.,pQ^CCACACCCACTTTTTAATATCACAAGATATTTAACTO 

caacaataacccaaatacgttaaccacttttattacatatgatagacaatataatcaataatttgc 

aaatcatactacagcaaaatgatgataattttacatcccctcacgacgatgtgatatatcgaccac 

attctgctcgtgtagcacgatatcaagtaataattgcatctacattgggactcactgccctattac 

tattttctatcttacgattaaaatatcccaaaatatatgtggcaaactttaatcatttgaatttca 

gtctacattcgacctcaagaaggaatttacctgaattgccttcaaattcattatttggttggattc 

ctacagtttacaaaattactgagcaagaaattttggaacatgctggattagatgcagttgtgtttt 

tggaattttttaaaatgtgcattcgaataataagcatatgtttagtatttgccattattatcatat 

ctcctatcagatacaagtttacagggagagtagatgaagattatccc6acgatgatagtgacaacg 

atgacgatgatggaagtaataataatggtaccacaataattaagcatatagtgtcagctggaattc 

tggtggcaagtaaaaataacgatggagaacagtatcaacaatttctttggttatacactattttca 

cctatgtatttacatttgttactgtttactttctattcy^a^ccaataggattat^^ 

gtcagaagtatcttggatcgcyvaaattcagtcaccgatagaacggtaaaaatatctgggataccag 

gatcattacgagatgaagtggcactcgcacggcacattgaccgtttgaatattggtg;\agtggatt 

ctgtgttgattgtcaaggagtggcaaaatctaaacaaactattcaaaagaaggagaagaatagttc 
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GAAAATTAGAGGAAAGTTGGGTTGAATATTTTGAAAAAAATGGGATAACCAATAAGAGCGATTTGA 

TATCGTTGCATCCCCAAGTTGGCGAACTGTATCGTTTTTCCAATAGGTATACTGATGATGCAGAAG 

AATCACCAGACTGGGGATCTCAAAATTCGAACTCTGCACAAGCTTCAATAATAGATCAAGACTCAG 

AATCTGTTGAAGGAGATTCTTCTGACACTTTGAATCGCTTGTTGAATGATGAACTGAGAACAAGAC 

CAAGTCTTCGGAAAGGTTGGTTCGGATTGTTTGGACCTAAAGTGGATTCAATAAACTACTACACC^ 

ATAAATTGGAGGTCATAGATAAAGAGATTACCAGGGCCAGAACTAGAGAATATCCCGCCACTTCGA 

QirGC^TTTCTCACTATGAAAACCGTGGCTGAAGCACAAATGTTGGCACAGGCAGTC 

AAGTCAATCATCTTATCACCAACTTGGCCCCTGCTCCTCATGATATCCGATGGGATAATT^ 

TAACTAGACAAGAO^GAAATACAAAGATCCTTGCTGTCACGATATTTATTGGTATAATGAGTTTGT 

TGTTGGTTTATCCAGTCAGATTTATGGCTAGTTTTTTAAACACTAAAAGCATTT^ 

CATCATTGGGGAAAGCTATTGAATCGCATAAATGGGCCGAAACTTTGATTACTGGATTATTGCCAA 

CTTATTTATTTACAATTTTAAATATTGTGATTCCGTTTTTTTATGTATGGAT^^ 

GTTATTTATCTCATAGTGATGAAGAGTTGTCATCGGTATCCAAGAACTTTTTCTATATATTTGTGA 

ACTTATTTTTGGTTTTCACAACTTTTGGTACCGCCTCTITTGTTGATACGACCA 

ATTTAGCAAGATCACTCAGAGATTTGTCAATGTTCTATGTTGACTTAATAATTCTACAAGGATT^ 

GTATATTCCCATTCAAATTATTATTGGTGGGGAACTTACTTCGCTTTTTAGTGAATTC 

GGTGCAAGACCCCAAGAGATTACTTGAATTTGTACAAACCGCCAGTTTTCAATTTTG^ 

TACCACAACCAATATTGATATTTATTATTACGTTGGTATACTCGGTAATGTCTTCGAAGATATTAA 

CTGCAGGGTTACTATATTTTATTATTGGTTATTTTGTGAGCAAATACCAATT^ 

TTa^TCCTCCACACTCAACGGGCAAAGTTTGGCCAATAATTTTCCGAAGAATCATATTAGGGTC 

yipcTTTTTCAAATCACAATGGTTGGCACATTAGCATrACAAGATGCAATC 

TGGCACCATTGCCGTTTTTGACACTTTACTTTTGGTGGAGT-TTC 

CAACATTCATTGCCTTGAGAGCAATTGAAAGCAATGAAAATATCAACCCTACTGATTTGGAGCAAA 
TCATTGAAAACAACAATAATAAAACTCTTGACGAAAGAAGGGAATTGAACACTAAATACGAATACC 
CCAATCTAGTTAATGATTTAGACGGGCCAATGATTGCATTGGATG6TGAAGATGTATTGATAGTTA 
ATCGAGATGGTACAACTGTACGGAAACCACCTCAATATTTCAGTTCAGAATGGGACTATTAA 

YLR241W_homolog 865aa (SEQ ID NO 404) 

MIDNIINNLQIILQQNDDNFTSPHDDVIYRPHSARVARYQVIIASTLGLTALLLFSILRLKYPKIY 

VANFNHLNFSLHSTSEBNLPELPSNSLFGWIPTVYKITEQEILEHAGLDAVVFLEFFKMCIRIISI 

CLVFAIIIISPIRYKFTGRVDEDYPDDDSDNDDDIXSSNNNGTTIIKHIVSAGISVASKNNDGEQyQ 

QFLWLYTIPTYWTFVTVYFLFKQTNRIISMRQKYLGSQNSVTDRTVKISGIPGSLRDEVALARHI 

DRIJSIIGEVDSVLIVKEWQNIJJKLFKRRRRIVRKLEESWVEYFEKNGITNKSDLISLHPQVGESYRF 

SNRYTDDAEESPDWGSQNSNSAQASIIDQDSESVEGDSSDTLNRLIiNDESRTRPSLRKGWFGLFGP 

KVDSINYYTDKLEVIDKEITRARTREYPATSTAFLTMKTVAEAQMLAQAVLDPKVmLITN^ 

HDIRWDNLSLTRQDRNTKILAVTIFIGIMSLLLVYPVRFMASFIiNTKSISKIWPSLGKAIESHKWA 

ETLITGLLPTYLFTILNIVIPFFYVWISEKQGYLSHSDEELSSVSKNFFYIFVNLFLVFTTFGTAS 

FVDTTKIAFDLARSLRDLSMFYVDLIILQGLGIFPFKLLLVGNLLRFLVNSLFRCKTPRDYLNLYK 

PPVFNFGLQLPQPILIFIITLVYSVMSSKILTAGLLYFIIGYFVSKYQLLYACVHPPHSTGKVWPI 

IFRRIIWSLFLFQITMVGTLALQDAITCATFLAPLPFLTLYFWWSFHKQYIPLSTFIALRAIESNE 

NINPTDLEQIIENNNNKTLDERRELNTKYEYPNLVNDLDGPMIALDGEDVLIVl^^ 

FSSEWDY 

YLR321C_homolog 155 9bp public: 1 .. 947/1189 .. 1559 , PathoSeq: 
948.. 1188; CDS: 501.. 1556 (SEQ ID NO 405) 

TTCCAGAATTAGTAGATATTTCTGATATCAAGTTGGAGATAGGGATATCGAACTGGGATTCTATAT 
TTTGTTTTATCTTGGAGAACCTGTGTTGTTGTTGGCGTTCTATCTCTTO 

ATTCAATTGAAACATTTGAAGGAAATTCTTTCTTAAAAGCATCTAGTGACACATGATCTCTA^^ 

CCAGTCTTTTGATTAAATATTCTTTTAGAATATCAGGTGAAGAAGTGTTGGTAGTC^ 

GATACTGTGTGGTGTCTGGGATAATAATTATAATGTAAACAAAACAAAGTCGTGTCAGTGTATATT 

TTTCTTTTGTCAATTCaVTCTTTTTTTTTTTCTCTTGAGAAA 

TGCTTGACAGAGAAATACAGAACACTAAACy^CATTTTTTCATTCCTTTC^ 

ATACCCCAAAAGTTTGAATAAGTCTTCAGATATCTAGCATGGCAACTTCTCAAGAATTGACAGCA 

ACATAO^GCTCTTGCAACTAGTTTCCCCAAGCGATTAGCTAATGATAGTGACAATTCATTACTTA 
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TTAATGTTGCACCAACTGGTCGACAAGCCAAAAGACATATTCAACAGATTAATTACTCCGAAGAGT 
TTGGAGATGACCTTGATTTTGATGAATTCCCATCTTCGACACCCGGTACTAGAAGCTTAAATGAAA 
ATAAAGCTCAAATAGAAGCACAAAGATATTCTCTTGCGAAAAACACACCAACGCCCAAGAGAATCT 
TAGAAAAACCGGTGTTATCTGAGTTGGTTGAAAAACCAGTGGTGCTTATTCCTATCAAAATAATGA 
TTGAGAATTTGAACACAAACCAAAAGTTGATTGATTCCTTTATGTGGAACTTGAATGAAAGCTTGA 
TTACACCAACTGAGTTTGCGGAAATTGTTTGCAGTGATTTAGATTTACCATTCAGTATGGCTGCAC 
AAATAGCAGACTCCATTAATCAACAGATTGAAGAGTATTCCTATGCATCTAATTTACAACTACCAA 
ATAAGGGCCCTTACAATGTTACCATTGATTTATCAGTAAACTTAAATAAACAATTATACCAAGATA 
GATTTGAATGGGATATGAATCAAAATGAAGTTACACCAGAAATTTTTGCTGAAATAGTTGTTGCTG 
ATTTGGGGTTATCGTTAGAATTTAAGAATGCCATATCACATGCATTGCACGAAATAATTATCAGAG 
TGAAAAAAGAAGTAATAGATGGTACTTTTGACAATGAAATGCACAACTTGCATCTAGTAAAAGGTA 
TAATGrrTGAACAAGGAATTAGAATTTTCACTGAAAACAGTGTTCAAAATGGAAATGACCGTTGGG 
AACCTTTGGTCGAAGTATTGACTTCTAGTGAAATCGAAAGAAGAGAAAATGAAAGGGTTAGAAACT 
TGAGAAGATTAAAGAGAGAGAATATGAGAAGAGATTACGATGATCATAGTAGGAGAAGGCAAGCAG 
GAAAAAGAAGGTATGATGAGTTAGAAGGAGCCTGGGTATAG 

YLR321C_Jiomolog 352aa (SEQ ID NO 406) 

MATSQELTADIQAIATSFPKRIJaroSDNSLLINVAPTGRQAKPHIQQINYSEEFGDDLDFDEFPSS 
TPGTRSIJJENKAQIEAQRYSLAIOJTPTPKRILEKPVLSELVEKPVVLIPIKIMIENLNTNQKLIDS 
FM^fm.NESLITPTEFAEIVCSDLDLPFSMAAQIADSINQQIEEySYASNLQLMiKGPYNVTIDLSV 
NI^KQLYQDRFEWDMNQNEWPEIFAEIWADI^LSLEFKNAISHALHEIIIRVKKEVIDGTFDNE 
MHNLHLVKGIMFEQGIRIFTENSVQNGITORWSPLVEVLTSSEIERRENERVRNLRRLKRENMRRDY 
DDHSRRRQAGKRRYDELEGAWV 

YLR325C_hc3molog 737bp PathoSeq: 1..737; CDS: 501.. 734 (SEQ ID NO 
407) 

AAGAAAAGTATAGTO^TTGTTATACAAGCTAAGGAGCCATAAACTTTCTTTGGACATGCT 

TCGCTCCTGACCATTGTTTACTATATTCAACAAAACGAATTCAACAAGGCAAACGAAAGCTACATC 

AAACTAAGTATCGGCAACGTCTGTTGGCCAATTGGGGTGGTCAATGTAGGTATTCATGCAAGAAGT 

GCAGCACTGAAAATAACCGGTGCCTCTAACGTCAGTAACATAATGCTAAGCGAGTCTACACGAAGA 

TGGATTATAAGTATAAAGAGGTTGATTAGTTTTAAAGAGAGAGTATATAATAATGCACGTGATTAG 

TTTAGTAATTTTTTGCGAGTTAGGGCTATAGCCCTAAGACATTCACACAACTAACAAAAAGGAAGT 

TCTCACGCACATAACGTGTAACCCACATAAAGAAAGAAAAAAAAATTTCCTTTGAAAAAATTCACA 

TCACGCTTTAACCACTTCAACCTATAACAACTCCAACCATGGCTAGAGAAATCAAGGATATCAAAG 

AATTCGTCGAATTGGCTAGAAGATCAGACATCAAATCTGCTATTGTCAAAGTTAACGCCAAGGTCA 

ATGCTAACGGTAAAAAATTCAAACAAACCAAATTCAAGGTCAGAGGTTCAAGATACCAATACACTT 

TAGTTGTCAACGATGCTTCTAAAGCTAAAAAATTACAACAATCTTTACCACCAACCTTAAAAATCA 

CCAACTTGTAA 

YLR325C_Jiomolog 78aa <SEQ ID NO 408) 

MAREIIOJIKEFVEIJUUlSDIKSArVKVNAKVNANGKKFKQTKFKVRGSRYQYTLVVNDAS 
QSLPPTLKITNL 

YLR344W_homolog 1348bp PathoSeq: 1..1348, exon 1: 501.. 515, intron 
1: 516. .979, exon 2: 980. .1345 (SEQ ID NO 409) 

ATACCATGACAAGCAAGCTCAGGGTCGCGGGTTCGAGTCCCGCGG6GAGCTAATTATACCCTCATT 
TTTGAACCCACCAAATTTTCTTTCACATTATAATGAAATAAGAGTATTCCCTGGCTTCTTT^^ 
TTTTTTTTGGCAATATAGAGAAGACTGTAATAAGTATAGCTCACTAAAAGTCTTTTTTTTTCT^ 
CGTTTTATATTTTTTTAAGAAATTTGATGTTGATTTGGTAAATGCCAA^ 

GGCTATAGCCCTAATGTACTGTATATGCAGTATCAGAAATACTTTTGTTACGCACAGTTTGTCTTA 

CCAAATACATTATATATATATATTTTTTTTTTTTTGAGTAGAGGAGCTACAC^^ 

AAAAATTCATCTCTCTATACACTTACTCyATTTGAAGATATTCAAATTTT^^ 

CTTTTGGATC6ATACTAGATAGCATATAATCATCAAAAATGGCCAAGATCAGTCAAGGTATGAAAT 

AGATATTCAATTAGATATGGAGAAAGGAAGATAAAAGGAAAAGAAAAAAAAAAAAGAAAGAAATAA 
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AGGAATATATACATTGAAAAGGAGATAGAACATCAAACAACAACCATTAAGAATTAAGTTTAATAC 

TAATGATTTCACGATTTACCTGAATATAAAGAACATCCTTAATATTGAATTTCAATATTAAAAATA 
CAATTTGGGGATATTGATGAAATTATGTATAGGAGATTCCATTTTTCA^ 

CTTGAAAAATCAAATCAAATCAAATCATAACCCTTCAATATATTCCTTCCTTATCTT-ACTTTTCCT 

ATTAAAACAAAGACTAAGAAACATTCAGTAAAATACTAACAAAAATTCCATTTATATAGACGTTTC 

TTCATCTCGTTCTAAAGCTAGAAAAGCTTATTTCACTGCTTCATCAGTTGAAAGAAGAGTTCTTTT 

ATCTGCTCCATTATCCAAAGAATTAAGACAACAATACAATGTCAAATCTTTGCCAATTAGACAAAA 

TGATGAAGTTTTAGTTGTTAGAGGTTCTAAAAAAGGTTCTGAAGGTAAAGTTAATTCTGTT^ 

ATTGAAATTTGCTATTCAAGTTGATAAATTACAAAAAGAAAAATCAAATGGTGCTTCTGTTCC^ 

CAACATTa^TCCATCTAAAGTTGTCATTACTAAATTACATTTGGACAAAGATAGAAAAGCT^^ 

TCAAAGAAAAGGTGGTAAAGCTGAATAA 

yLR344MLhomolog 127 aa (SEQ ID NO 410) 

MAKISIDVSSSRSKARKAYFTASSVERRVLLSAPLSKELRQQYNVKSLPIRQNDEVLWRGSKKGS 
EGKVNSVYRLKFAIQVDKLQKEKSNGASVPIIOiHPSKWITKLHLDKDRKALIQRKGGKAE 

YLR393W_homolog 1631bp public: 1 .. 1207/1209 .. 1631 , PathoSeq: 1208; 
CDS: 501.. 1628 (SEQ ID NO 411) 

TTCATCTTTCGAAATCTTCCCTCTTGGAAACGACCAAGAGTTGGATTCGGTGCCCTTGACTAGCAC 
AACTTTGTTCAAATCTTTATTGAATAATGCAACACCACGAACCGGTATGGTCGATTTATATTTTCC 
GAATTTAGATAATGCTTCCTGTGGGTCACCCCATTTCaajLaTAAGCGG^ 

TGTACTGAACGTCTTCT^TCTTCykTGCTTTGCAAATCGGGATTCAACTGACGAACAAAGTCAGCATA 

AAACCATTGTGCTTCCTCAATCTGAAACATTATTCTTTCAATGGAAGATAAATCCTCTTCGGGAAC 

ATTCACCACAAATCTAACTAACAAATCTTCCAACACCCGATCTAGAGTTTGATTAGCTAAACCATT 

GaSTAATTGGATCGACATATCTTGTTATTTTCTATGATTAATCTTTCTTTTTTCTTTC^^ 

TGAATATTCGTAATTAAAATTGATTCAAAATTGTATTGATGTTTGTATACTGGATAT^ 

GTGAGATCATTCa^TGTATTTGCTGGCGGAGAAGGAGGCAAGGACGAACTTTTTTTCCTT^ 

CTGAACCTTGTGGACTGGTAAACGCACGACATAGAGTAATATTTGGAGAAACCAAAAGAATTTTGA 
AAAACCGTGGTTTGAATTCGACCACAGATTGGTTGGACGACAAAATGCAAAGTGTATTCATCCGGA 
CTTTTGCTACCTCAAGAATAGAGTTCCAGCGGTACCAGCCGCGTTTTGTTAATACCATTAAAGAAA 
CGGTCAAATCGGCACAAGAAAAGTCGTACAGTATTACTAGACCATTGGGGTTGTCAAAACCAGTTT 
TGTTAAATCATAAATTGTCT^GACACATACTCATTGTCCAATATATACGAGGAGTTGTTTGGTCAAA 
AATCCAAAGAAAGAAGACAGAAACAACTAGACTACGATTTGAAACACTCGCCAATTTATGAAGTCA 
AGTCATTTGAGAATACT^GGGGAAAATATTTACTCCTCCTGTTTCGTACTTTCGACAAGACAAAT 
CrpTTGTATTTCCCGGATTTTATAGCGAAAACATTGGO^GGTAATCAGAGAAGTTTGTACG^ 

ACTTTAAGGTTGAAAACAAAGATTACTATTCCCAGGATTATGATACCTTTGTGGAGGAATATCCCC 
ATACCCAGATACTTGATGTGAATATGCCGCAAAGTTGGATCAAGGGGTTTGTGACAAACTTGAGCA 
CAGGAAATTTAAGAAAGACTTTGAAGCCAGCTCTGAGATACGAGAATTATTTCATCTTGCCTGGCC 
ACATAATGTCAGCGGAAATTAGAGAACAGTTGTACTGTGATAATCAATGTTCCGGGTATATTTATA 
TTGTTGATTCGATGGGGAAGATAAGATGGGCGACAAGTGGGTATGCAACTCCTGAGGATTTGAAAT 
TGATGTGGAAGGTTGTGAAAGGGGTGCAAAGAGAAATGACCAAGTAA 

YLR393W_hQmolog 376aa (SEQ ID NO 412) 

MFVYWINNLCEIIQCICWRRRRQGRTFFPSYFFFSLSLFFQSHCSSVKGWLFCAEPCGSVNABHRV 
IFGETKRILKNRGLNSTTDWLDDKMQSVFIRTFATSRIEFQRYQPRFVNTIKETVKSAQEKSYSIT 
RPLGLSKPVLLNHKLSDTYSLSNIYEELFGQKSKERRQKQLDYDLKHSPIYEVKSFENTKGKIFTP 
PVSYFRQDKSLYFPDFIAKTLAGNQRSLYDSLDNRLSIVKLFSSVAGEQCTRSYFKVENKDYYSQD 
YDTFVEEYPHTQIUDVNMPQSWIKGFVTNLSTGNLRKTLKPASRYENYFILPGHIMSAEIREQLYC 
DNQCSGYIYIVDSMGKIRWATSGYATPEDLKLMWKWKGVQREMTK 
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YML063W_homolog 1271bp PathoSeq: 1..773, public: 774.. 1271; CDS: 
501.. 1268 (SEQ ID NO 413) 

CCAGTGCGTTTTGTTTGTTTCCACATCATACACTTCACTGAAACTAAATAAGTTTGTTTACy^TT^ 
GAGACTTCAGGTACGACCa^GGGTTGCGACAAAGTTTAGGTAGTTTGTOSTCTGAATGTCGC^ 
AAATAGGGCTGTAGCCCTAGTCATGTGATGTGAATTAACATAACAAGAAGAATTGCTGGTGCGCAA 
AAAGATTATGTGTATTTTATGTGCGTTGTTATCCTGCACACTAAAATTGAGCAGTGTACACACACA 

TGTGTGTGCTGTAATAGTGTGTGTGTTCCy^GTCCCAGCTCTCACAGATACTCACGCAC^ 

CTACTGAAAATTTCCTGACTTTCTGTATCTAAAAATTTTTTACTAGGAATTT^^ 

TTTCACTTGTTTCATATAATCACCAACTCAAGTACAACATGGCTGTCGGTAAAAACAAGAGATTGT 

CCAAAGGAAAGAAAGGATTAAAAAAGAAGGTCGTTGACCCATTCACCAGAAAAGATTGGTTTGACA 

TCAAAGCTCCAACCACTTTTGAAAACAGAAATGTTGGTAAAACTTTGATCAACAGATCTACCGGTT 

TAAAGAATGCCGCTGATGGCTTGAAAGGTAGAGTTTTCGAAGTTTGTTTGGCCGACTTACAAGGTT 

CCGAAGACCACTCTTACAGAAAAATCAAATTGAGAGTTGATGAAGTTCAAGGTAAAAACTTGTTGA 

CCAACTTCCATGGTTTGGATTTCACTTCTGACAAATTAAGATCATTGGTCAGAAAATGGCAATCAT 

TAGTTGAAGCTAATGTCACTGTTAAAACTTCCGACGATTACGTTTTGAGAGTTTTTGCCATTGCTT 

TCACCAAAAGACAACCAAACCAAATCAAGAAAACTACTTACGCTCAATCCTCTAAATTGAGAGAAG 

TCAGAAAGAAGATGATTGAAATTATGCAAAGAGAAGTTTCCAACTGTACTTTAGCTa^TTAACTT 

CO^AATTGATTCCAGAAGTCATTGGCCGTGAAATTGAAAAATCCACCCAAACCATTTTCCCATTAC 

AAAATGTCCACATCAGAAAAGTCa^TTGTTGAAACAACCAAAATTCGACTTGGGTTCATTA 

CTTTGCACGGTGAAGGTTCAACCGAAGAAT^GGTAAGAAAGTTTCTTCTGGTTTCAAAGATGT^ 

TTTTAGAATCTGTTTAA 

YML063W_honiolog 256aa {SEQ ID NO 414) 

MAVGKNKRLSKGKKGLKKKVVDPFTRKDWFDIKAPTTFENRNVGKTLINRSTGLKNAADGLKGRVF 
EVCIADLQGSEDHSYRKIKLRVDEVQGKNLIiTNFHGLDFTSDKLRSLVRKWQSLVEANVTVKTSD 
y\n^RVFAIAFTKRQPNQIKKTTYAQSSKLREVRKKMIEIMQREVSNCTLAQLTSKLIPEVIGREIE 
KSTQTIFPLQNVHIRKVKLLKQPKFDLGSLLALHGEGSTEEKGKKVSSGFKDVVLESV 

YML128C_hoinolog 1517bp pviblic: 1..1499, PathoSeq: 1500.. 1517; CDS: 
501.. 1514 (SEQ ID NO 415) 

tgatatggatttttcaaaactaagaaacaataccaactacaacaacaagaaacataagtgtttgct 

taattcaatgacctcgagtcatattcccacgttttaagtatgagtgttttacgaagttgtggatcc 

tattttaaataaaacaataatagtaataaaaaaaaaaaccttctttgcttttcgagaatttgtaac 

acattgtttctttcttcccacagcaaccaaattttattttattttttcttttgggacttaccc 

gttgctcaattatgtataacaagggtagaaactctgtgggattccctccttaaaaatatagcaatc 

ctttttcttcacaacgattgctatatgaccccccccctaagcattcattgcttttatatatattta 

ataatgtatttctcttgttcaggataattatcactatttgtgacgtttaatttttacatttcttct 

tcttcttcttcctatttcaacattaaagaacatttaatatgtatttcccaatcattgtatggttat 

atgtatctatcacttttgtggttgccaattatggttttgatcaatggacaaatgatgatttaaaac 

aatttttaaaagaacgtaaagttgcattcaatgatgccttggagaatccaaaattaattagtttgg 

ctaatgaagaagctaagaaattagaaaaaggttacaagaaagttactgaagaattaaataacaatt 

tgaatcctccagatgattcattaaatgattatttoaattttgattacttatttgggaaaag;^^ 

aaaattattcaattaaagaatggatttttgaaagttggccagtaaccagtttgcaaactttt^ 

ctcaaaataatatccaatatagtgcaaaggataccaaagatgatttaatcaataaggttaaagatc 

aatttgattctatttctaagaaaaatcatgggtctagtttttatcctggcaattggttatatgaat 

cttggtcagaaaatgatttgaaagattggttgaaatcttatggcattgaatttaatcctagttcaa 

caaaggatcaattggttgaaaaattaaaagaatttagttatcaagccactcattcaattagagatt 

ccaaagaatctttatttgattcattggatttatttgataaaaccatttttgataaaaaaggtcaaa 

ttgaagatgaatttttccaaacttggtcatattctcaattacgtgaatggctttatttacatggat 

ttattgacactaaaccaggaatttacgttgaagatttggataaggaaaaattagtcaagattgccc 

aaagttataagaaatgtttgttgagtgacattcatacttggttggcaaacactgaaaagaagtctc 

aaccttggatcacaaagggagaacaaaagtctcagaaaaagaagggtagtaatttgattaatgata 
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YML128C_homolog 338aa (SEQ ID NO 416) 

MYFPI IVWLYVSITFWANYGFDQWTNDDLKQPLKEI^AFNDALENPKLI SIJ^EAKKLEKGYK 
KWEEIJ^JNLNPPDDSIJirDYLimJYLFGKRKENySIKEWIFESWPW 

DDLINKVia)QFDSISKKmGSSFYPGl>nfJLYESWSEiroLKDWLKSYGIEFNPSSTKDQLVEKLKEFS 
YQATHSIRDSKESLFDSLDLFDKTIFDKKGQIEDEFFQTWSYSQLREWLYLHGFIDTKPGIYVEDL 
DKEKLVKIAQSYKKCLLSDIHTWLANTEKKSQPWITKGEQKSQKKKGSNLINDTFFVGINNWSKDK 
LRELGNLD 

YMLl30C_homolog 2243bp public; 1..829, PathoSeq: 830.. 2243; CDS: 
501.. 2240 (SEQ ID NO 417) 

ATGAGTTCATAGATGATCTGTTTCACTTTCAAATAACGTGTCAACTU^AAATAAAGT^ 

ATTTTGCCGCCACTTGTACAGATGGATAGAATTGAATGCAAATTCTGCATAAAGATTAAAGTC 

AACAATTTCCGAAAAAAGAAGAAAATCGAACACATTAGAAAAAGAAACGAACAAAAGAAAAAAAAT 

TTCAAATTGTAGTTGCATGTATATAAAATAATATAAAAGATATATCACCAGCACAACTGATTACTT 

TTTATTTATATCACCTGTCAACAACAAATTTCCAAATAAATACAACTCAGAAAAAACACTTACTAT 

CTTTTCTTAGTTTGGTTTCTATAATCTTATTAAACATTCTTGCCTTTCATC 

AGATCTTATCTTTAATTTGTTTGAAAAAATAATACCAATAATCTTCCCATTAGAACTTACAACACA 

ACAACAAAAAAACCCATTCTAAATCy^CTATTCTCCATTATGAAAATTTTCAGATTATTTTCACTAC 

TAATCGTACAATTTATO^TAAATACCACTGTTGCAGTATCACCTGTGTCAGCAGTTTTACC^^ 

TGAGTTTCy^GTCCATTTGATTCACCAGAATTTTGTTCACAGATCATAACTC 

o,rTTCACCTACATTGATGAATTGAATAAAGATATTCGTCCCTACTTGTC 

TGTATTTCCGTTATTTTAAAGTCAATTTAGATAAACAATGTa5TTTTT<^ 

GTGCTAGTGAAAACTGTGCTGTTGAAATATTGGAAGATTTCi^TTGGAGTCAAGTCACCAATGAAA 

GTTTGAAACCTTCAGGATTAGGTAAGATTTCATTACCTGACAAATCATCAATTGATAATTCCAT^ 

AAACCGAAGAAGTTCAAACTTGTGAAGATTTAGATTATAGTGAAATAGATGATGACCATCATTGTG 

TTTATGTCAACTTGGTAAATAACCCAGAAAGATTTACTGGGTATGGTGGTAATCAAAGTTTTGATG 

TTTGGAAGGCTATTTACCTGGAAAATTGTTTCCCTAATACTAATCCAATGTCAGTGACAAATGATG 

CCGACAATGGTGGTGAACAATGTATCGAAAAGAACTTGTTTTATCGTGTTGTTAGTGGTATGCA^ 

CTTCAATTGCAGTACATTTATCAAGAGAATATTTGAATTCTGAAACTGGTGAAT^^ 

TAAAGGT6TTTATGGAAAGAGTAGGTATGCATAATGACAGATTATCTAATATTTATTTCAATTATG 

CCTTAGTGTCCCAAGCTATAGTTAAATTGAGTCAAATTTTACCATTGAGAGAGTTCATTCAACTGG 

GGTATGATGACATTACTCCAGCTCAAAAGCAACATTTATTGGCTAATAATGATGTCGAATCAGTCG 

AAGTIT-ATGATCGTTTGTTGTTAGATGACATTATTCCTAGTTTGGAAGCAAATGTTGTGTTTAATA 

CTTCCAACTTGTTTGATAATAGCAATTTGAGGGATGAATTTAGATCAAGATTTAGAAACATT^ 

CCATTATGGATTGTGTTGGTTGTGATAGATGCyiGAATGTGGGGGAAAATCCAAACCATTGGTTATG 

GTACCGCTCTCAAGATTTTATTTGAAGATGACAACTATGATAATCACAATTTGAAATTTAGAAGAA 

TTGAAATTGTTGCCTTGATTAATACTTTTGATCGTTTATCTAAATCTATTGAAAGTATTAATATGT 

TTAAAGAAATGTATTTGCAACACCTTAAAGATATTGCTGAAGGATTAACCCAACCTGGTGTTTACG 

ACAAAATACAAAACAACAAACCAGGTAACGGATTTGCCTTCCCATTTGTTAGTCCATTACC^^ 

AAAAACCTGACCAAACCAACACCCCCAAAAATCAACAACAAAAACAACCTCAAGAAACTGACAAAA 

AAAGACTTACATTAGAAGAAATTGCCCACACAAAACCTGAAGATCGAACTTTTATTGAAGACTTCA 

GATTATCCTTTGATGAAGTTTGGCAAGCATTAAGATTTGTTTTAACTAGTO 

CCGTATTGAGTAGATTCACATTGGTTCAATTGAATGAATGGTGGAATAAATTGCm'G^ 

CAGTTTATGATTACCAAAGTTCTTTTGATGTTGATGCCCTACAATACyVGTCAAGTCCrTG^ 

YML130C_hoinolog 580aa (SEQ ID NO 418) 

MKIFRLFSLLIVQFIINTTVAVSPVSAVLPKSSFSPFDSPEFCSQIITPTCNTTFTYIDELNKDIR 
PYLSELVKTSYFRYFKVNLDKQCRFWNAQHFCASENCAVEILEDFNWSQVTNESLKPSGLGKISLP 
DKSSIDNSIETEEVQTCEDLDYSEIDDDHHCVYVNLVNNPERFTGYGGNQSFDVWKAIYSENCFPN 
TNPMSVTNDADNGGEQCIEKNLFYRWSGMHASIAVHLSREYLNSETGEFYPNLKVFMERVGMHND 
RLSNIYFNYALVSQAIVKLSEILPLREFIQSGYDDITPAQKQHLLANNDVESVEVYDRLLLDDIIP 
SLEANWFNTSNLFDNSNLRDEFRSRFRNISAIMDCVGCDRCRMWGKIQTIGYGTALKILFEDDNY 
DNHNLKFRRIEIVALINTFDRLSKSIESINMFKEMYLQHLKDIAEGLTQP(?VyDKIQNNKPGNGFA 
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FPFVSPLPQKKPDQTNTPKNQQQKQPQETDKKRLTLEEIAHTKPEDRTFIEDFRLSFDEVWQALRF 
VLTSYQRFPAVLSRFTLVQLNEWWNKLLGKPTVYDYQSSFDVDALQYSQVLG 

YMR022W_homolog 1004bp public: 1 .. 507/668 .. 1004, PathoSeq: 
508. .667; CDS: 501. .1001 {SEQ ID NO 419) 

TGTGAAAAAAAATTGTGGTGTGGATGTTGTTGTCGTTGTTGCGTTGTCCACAACAAAAAAACAAGT 

AGTCGACCAGTACGTTTTAATTGIATACGAGAGTCGACGCAATTACATCAATCCAACATTCCACCT 

ATTCTATATCAATGTAAAGTCATTTTTTGATAATATCGTAATTTACACATTTCGTATATC^ 

ATAGGGGGGATAAAAAATAGTATTGACTAATTAATATATCTTGTTTATCAAATCAGGAGTATAGAA 

TTCCACCCAACAACTAGATTTTCCGAATGCGAAACGACGAGGACGACACAACAACGACTAAAGAAG 

AAGAAGAAAAAAAATATAAATAAATTGATCACGCACACATTAGAAACACAATATTGGATCACTTTT 

TTCGATAATACTACCACCACACAGCTCATTCACCACTCATGCCCCGAAGTTCTACTGCTCAAAAGC 

GTTTACTAACAGAGTATCAACAATTATCGAGGGACCCACCACCTGGGATAATCGCAGGACCAGTGA 

GTGAAGATAATTTATACAAATGGGAATGTTTATTAGAAGGACCATCCGATACTCCATATGCAAATG 

GAGTATCCCCAGCAGTATTGACTTTCCCTAAAGATTACCCATTATCACCACCTACATTAAAGTTTG 

ATCCACCATTGTTACATCCAAATATTTATGCTGATGGAACCGTTTGTATTTCGATTTTACATCCTC 

CTGGTGAAGATCCAAATCAATATGAACGACCAGAGGAAAGATGGTCACCTGTGCAAAGTATTGAAA 

AGATCTTGTTGAGTGTCATGTCTATGCTTGCAGAACCTAATCCTGAAAGTGGGGCTAATATCGATG 

CTTGTAAATTATGGAGAGATAATCGTGCTGAATATGACCGAO^TTAGACAACATGTCAAGGAGT 

CATTAGGATTATGA 

YMR022W_hoinolog 167aa (SEQ ID NO 420) 

MFRSSTAQKRLLTEYQQLSRDPPPGIIAGPVSEDNLYKWECLLEGPSDTPYANGVSPAVLTFPKDY 
PLSPPTLKFDPPLLHPNIYADGTVCISILHPPGEDPNQYERPEERWSPVQSIEKILLSVMSMLAEP 
NPESGANIDACKLWRDNRAEYDRQIRQHVKESLGL 

YMR118C_honiolog 1031bp PathoSeq: 1..1031; CDS: 501,-1028 (SEQ ID 
NO 421) 

CTACACAAAGCTTCGAGAGTTTTTTTTCGTTGCAGGGGTGGGACAGGTGAGTAACGAATAAAACGT 

CGATTGTCTTTCCTTTATGATTGTTCTTTAACGGAATTGTGTTCCTTAAAAC^ 

ACGTGATATAATCTCCTATCGCTAGTAGTAAGTTTTAATTTTTTTGATCAAAAGTACACTCATCAG 

TCTATTGTCGTAGATTTCGCATACTTGTGATAATATCTGGTGTGTACACTACTTTTTTGGTTTGT^ 

TTGTAAATTACAATTTTTCTATTGGTTAAAATGATAATTGTTAACAAGTCTTTTTTTTCCCCG^ 

TTGAATCCGGAAACTACCATTAATTCACTCATTCTACTCACTCACCTTACACCCTCACTCACTCAA 

ACAATTATATCAACCCAAAAAAAAAAAATCTTCACTACACCAATAACAAAGAACCAATAGTTCAAT 

CTAATAAACCATCCTTCCCCCTAGCCTGCCACAACAACATGATTTCTCGTATTGGATTATTGAAAA 

GACCTACCGTGTCCACTTTAAACAACTATGTCAAATTACAATCGACATTAGCCCTTAAAAGATACA 

CATCAACCGTACCAGCAACTTCAAATCAAGAACAAGAAATATTGGTTGCCCAACGTAAAAATAGAC 

CTACATCACCTCATTTACAAATTTATGAACCACAATTAACTTGGATCATGTCATCATTCCATAGAA 

TCACTGGTGTTGCTATGGCCGGTGCCTTTTATGCTTTAACTTGTGGATTTGCTG^ 

TAAATATTCCATTTGATACTACTACTTTAGTATCTGCATTCACCACATTACCAACATTTGCTCAAT 

ATGGTATCAAAGCTATTTGTGCTTATCCATTTGTTTATCATATTGGTAATGGGATTAGACATTT^ 

CTACTGCTGTCATTGGAAGTTATTTAGCTTTCTTATGGTAA 

YMR118C_hoinolog 176aa (SEQ ID NO 422) 

MISRIGLLKRPTVSTLNNYVKLQSTLALKRYTSTVPATSNQEQEILVAQRKNRPTSPHLQIYEPQL 
TWIMSSFHRITGVAMAGAFYALTCGFAATSI LNI PFDTTTLVSAFTTLPTFAQYGIKAICAYPFVY 
HIGNGIRHLVWDFGKELTIPGVYRTGYAVLAATAVIGSYLAFLW 

YMR230W_homolog 1176bp public: 1..1176; exon 1: 501.. 551, intron 
1: 552. .870, exon 2: 871. .1173 (SEQ ID NO 423) 

AAAAGCAAGAAGAGAAGGACTCGTTGGCCAATTTCTTCGGCAATTTCAAGAAGAAAAGA6TAGCTG 
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TTTAGAACTATATATATATGTACTCGCGCTTTAATGTTTATAGCAATAATGAAATGTTTTAATAAT 
TATTTAATCAAACTTGGTTGTAACTTATGATTATGGTAGTGATCTAAGAACAO^CTTGC^^ 

TTTTTGCAGACATTAAACCTCAGGGCTATAGCCCTAATGGCAAAACATGCACGTGTATGT^ 

ATTTTTCTACACTACTAGTAAAAAAATTTTCTTTCCGCTCACTATTCACACATAC^^ 

CACAATTACAGTCTACCAACAGGAAAAGAAAAAAAAAAGGAATCTGGTAATTGAAAAATTGAAGTT 

TGGTTCTTTTAATACTATCAATCAACTAGAGTCACAGCATGTTAATTCCAAAAGAAGACAGAAAGA 

AGATCCACCAATACCTCTTCCAAGGTATGTAAATATGAATTATAAACTGGAACAGAATATGGCATT 

TCAAGGGATGCACGATAAGTCAAGAGTTCATGAAAAAGCACAGATTATAACAGTCGTAAAGAAAAA 

TTTCACTACCAACAACAATAAGAAGATATCAAAGAGATTCAGTAATCACTACTTACAAGAAACATA 

TAACATCATGGAGAGTTTAATTTGAAATACGAATGAATATACAAATGAACTATACCCTTTTTATGG 

CCATATCACGTTTCAAGAAATATTTAAACAAAAATAAAATGAAGAATAAAACTTGGATATACTAAC 

ACATGTATTATAGAGGGTGTCGTTGTTGCTAAGAAAGACTTCAACCAACCAAAGCACGATGAAATT 

GATACTAGAAACTTGTTCGTCATCJ^GCTTTACAATCTTTGACTTCTAAAGGTTACGTCAA 

CAATTCTCATGGCAATACTACTACTACACCTTGACTGATGAAGGTGTTGAATTCTTGAGAACCGAA 

TTGAACATTCCAGAAGGTATCTTGCCATTGACCAGATTGAAGAATGCTCCAGCTGAAAGACCAAGA 

CCATCAAGAGGCGGTCCAAGAAGAGGTGGTTACAGAGGTAGAGCTAGAGACTAA 

YMR230W_homolog llSaa (SEQ ID NO 424) 

MLIPKEDRKKIHQYLFQEGVWAKKDFNQPKHDEIDTimLFVIKALQSLTSKGYVKTQFSWQYyYY 
TLTDEGVEFLRTELNIPEGILPLTRLKNAPAERPRPSRGGPRRGGYRGRARD 

YNL054W_homolog 2840bp pxiblic: 1. .2197/2199 . .2840, PathoSeq: 2198; 

cds: 501.. 2197 (seq id no 425) 

tgttgggagtattctggcacaacaaatacttacttttaggttactaacattatttttcttcagcta 
actaattatctagtttatatctatatccattattgttgaaatcactatcgtgaggtaaataacaac 
tacagagttgtcacagtatccaaaaaaaactttgtacctatcaatacattttaagcaataggtcat 
ttattgctgtaatcaagtgttaccagtatctctagttaatgttgagtttatacctaaaacatgaac 
tatatcaactttaaatgcccctaatcacgtgatacagcacatgggaatttgctgatcttgcttcct 

ttaaacaatattattttcatatatataattgcttagtttacttgcttcttacacccttt^ 

ttttttttttcctttttctgcc?^cttgatcaaattcgatgctacatcct;^taattcagtagtcg 

atatgtctagcactggaaacatgaatgaaaatacagatgctccaccgaaacagcagacgaaaaaga 

aaatatcaaaacagaattcaaccaaaaccgatttttttgctgcacgattggctagtgcggto 

atatagaaagcagtgatagtgatgaaacgtttatatatgagaataatgatactgaacttgatgata 

atgctagtaatattaacaataacaacaataacagcaccaataacattatcaatttagataatgcta 

gtgttaacggaagtatgattgcttcatccaatgcaatggt6actggtcctcccggaacatcgatag 

cgttaggatcgggccttcgatcgccatccatactagagggggaacagcttcaatattttcatgacc 

gttcaaataatatagattcaatacttaaacgacctgtacatctacgtgaggcatcaacgtattcag 
tgaatgataatgaccaccgaaatcttgtgctaccaaactcaactgaaaggtttactgcttcacctt 
cgaacaatattggtaatgaaaatatacctcaataccagaaaactagtagtgttgcccactcaatca 
atgaaggatacaatgatgatacattttcatataatgaagttgaggataatttaattgatgaagatt 
ccacggacgatggggatttgacaaaaaataccattactaataacaacaatccaccaaccacgtcga 



gaaattacaaaacctcatccacttcctcaaaattaagatcaactacatcaaaacttttcgataaaa 
aagggtcacaaccaagaagatacagtaccattcctgatgatattgacattgaagatttcgatgatg 
agcttatatactatgacaacacagctaggttcccagcgaacgaatcaacttcattactaaatcaaa 
accaaagaatcccccattatagatcacttaatttgaatttccctcaggtgaagcgccaaagcaagc 
gttatttgtcaactggccaacctttagagagttctgatcgtggctctaacaaagatggtactgata 
atggaaacaacagtgatc».caatattaattctcctttcactgctaataataataataataacgtca 
atcacaacgatcatggtgataacaaaaagagtaataccaacaacaacaacattgctaataatagag 
a^tttccatttccttatcavagatcaacaacatcattattactacgactacgatgattttga^^ 
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AATCACAAATCAATGGACCCAATTTTGATTTGCCAGACCTCCCTATAAACAGATCAGCTTCACGGA 

ATTTTAACAACAACAATAACCCCAAAAGATTTGGCGACAGTCATTTTTTTCTACC^ 

ATCAGTATAGTCAAAGAACAAGCTTTCTAAAGTCAT6CATTTATACCTTTGTTTGTATATTAATTG 

TGCTTACCATAGGGTTTGTATTGGGGTTT6TTTTGGCCACAACAAAAGATTTAACTGAT6TAGGTA 

TCACATCCATTGAGAACCCCATTGTTAGTAAAGATGAGTTAGTTTTCAATGTTGTTATTGAAG^ 

TTAATCCAGGGTGGTTTTCCGTTGACATCAATGAAGTAGAGTTGGATTTATTTGCAAGAAGTGGCT 

ATCTACCTGATACAGATAATCTGAAAATATCTAACATGGGAGGGTCACAAAAAGTAGAGACGGTTA 

AATTAGGAACGATTTTGAATTTTGAATCGGTTCTCAATTTCAAAGGTGGGTTTCTCTCTCGAGAAC 

CGACAATTCAAAAGGGAGGAATCCGATTATTATATCCTGGCAAAAATGTTACTGCCGAGGCTAAAT 

TGGTTGTAAATATGGCTGATATTAAAATAGCTGCTTCCAATAGCATTGCTAAAGAAAGCACTACTA 

GTAATGACACCAACGATAATGACAACTCCAAGAAGTGGGAAATCATATCAAGCAATCCATTTGATT 

TGATTATAACTGGAGTATTGAAGTATGATTTACCATTTTCAAGAACCTCAAGATCAGTCGTGGTTA 

GAAAAACTGGGTATATTGATCCTACCTTATTCGTAATACCACAAGGAGAGAATAATATTTCAATTT 

AG 

yNL054W_homolog 779aa (SEQ ID NO 426) 

MLHPNNSVVDMSSTGNMNENTDAPPKQQTKKKISKQNSTKTDFPAARIASAVDDIESSDSDETFIY 

ENNDTELDDNASNINNNl^STNNIINUJNASWGSMIASSNAMVTGPPGTSI 

GEQLQYFHDPVRQQQFKLPSTKAPSISNSISSSNNIDSILKRPVHLREASTYSVNDNDHKNLVLPN 

STERFTASPSNNIGNENIPQYQKTSSVAHSINEGYNDDTFSYNEVEDNLIDEDSTDDGDLTKNTIT 

NNNNPPTTSSQQQPQPQPQPQPQQPQLHTSSPLNQIQAATSATPSVSTKNASKRNYKTSSTSSKLR 

STTSKLFDKKGSQPRRYSTIPDDIDIEDFDDELIYYDNTARFPANESTSLLNQNQRIPHYRSimN 

FPQWRQSKRYLSTGQPLESSDRGSNKIXSTDNGNNSDHNINSPLTAlSnnraN^^ 

NNNNIANNRAFPFPYQDQQHHYYYDYDDFDQESQINGPNFDLPDLPINRSASRNFNN^^ 

SHFFLPRKTDQYSQRTSFLKSCIYTFVCILIVLTIGFVLGFVLATTKDLTDVGITSIENPIVSKDE 

LWNWIEAFNPGWFSVDINEVELDLFARSGYLPlDTDNSKISimGGSQKVETVKLGTILOT 

FKGGFLSREPTIQKGGIRLLYPGKIWTAEAia.V\raMADIKIAASNSIAKESTTSlTOTNDNDNSKKW 

EI I SSNPFDLI ITGVLKYDLPFSRTSRSVWRKTGYIDPTLFVIPQGEKNISI 

YNL075WLhomolog 1352bp pviblic: 1. .136/138. .1352, PathoSeq: 137; 
CDS: 501.. 1349 (SEQ ID NO 427) 

CCCACAGACCAATAACGTTTTACCAACCAAAACCTCTGATATCAATGATTCGAAAAGATTCATTCA 
ACCCCGGTTAGCTGTTTGAGTATTGGATAGCAACACTTTCAATTAGTGCAACACAATCAAATTACC 
AATACTTGTTTACCTTTCATCTGATTCTAATTGGTTCATAGCAATATAGTCTCTTCTGTTGTTTGA 
TATTAATATAAATAAAACTTATTTATCACGTTGTTTAGTAGTCTCGCAAATTTGAAACCATGGATG 
AGTAAACTTGTTGTGTTAGATGAGCTCAAATATCTGGTGGAACAATTGTGTAGTAGCTCTTTGATA 
AATATCCAAGAACAGTCGTGCAAGTTTCAAAATACCATCGCAAAAATCCTAACAAATVAAAAAAAAT 
TAATAAAGAAAAGAAATAATTCTATAATAGCTCATCACAACAATTCGTCTACACTTCCCACCTGAT 
TTGTTGGTTTAAATATAATAAGACAAACCTCAGAAGCTATGATAAGAAAACAGGCTAGAGAAAGAA 
GAGAGTATCTTTATAGAAAGGCTTTACAGCTTCAG6AATCTTCCTTAACAGAAAAAAGACAACAAT 
TGAAAGCAGCTCTAGCAAGT6GAAAATCATTATCAAAGGAGCTTGCCGAA6AT6AAAAATTACAAC 
GTGATTTTATTTACGATGAAAGTGAACAAATAGAAATTGATGACGAATACAGTCGGTTGTCGGGAA 
TATCTGATCCAAAAGTTGTTATTACCACATCCCGTGATCCATCTGTCAAGTTGCTACAATTCCTGA 
AAGAAATCAAGTTAATGTTTCCAAATAGCTTGAAGTTGAATCGAGGAAACTATATAATCTCAGATT 
TGGTAAGTACCTGTAATAGAGTGCAAGTTTCCGATATGATTTTATTGCACGAGCATCGTGGTGTCC 
CATCAAGTTTAACTGTAAGCCACTTTCCTCATGGCCCAACTGCGATTTTCACGTTACATAATGTCA 
AACTAAGACACGATTTGCCAAACTTGGGAAACGTCTCAGAGTCCTATCCTCACTTAATATTTGAGA 
ATTTCCAATCCGACTTGGGTAAGCGTGTGGTTAAAATATTGCAACATTTGTTTCCTCCAGGTGTCA 
AGAAAGATAGCTCCAGAGTAATAACATTTGTCAATAACGATGACTACATATCGGTGAGACACCATG 
TTTACGTCAAAACTAAGGATTCAGTGGAGTTGAGTGAGATTGGCCCACGTTTCGAAAT6AGATTGT 
ATGAAATCAGACTAGGATTACCTGACAACAAAGATGCTGATGTCGAGTGGCAGATGAGAAGATTCA 
TAAGAACAGCTAATAGAAAGAATTACTTGTAA 
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YNL075W_homolog 283aa (SEQ ID NO 428) 

MIRKQARERREYLYRKALQLQESSLTEKRQQLKAALASGKSLSKELAEDEKLQRDFIYDESEQIEI 
DDEYSRLSGISDPKWITTSRDPSVKLLQFSKEIBODMFPNSLKLNRGNYIISDLVSTCNRVQVSDM 
ILLHEHRGVPSSLTVSHFPHGPTAIFTLHNVKLRHDLPNLGNVSESYPHLIFENFQSDLGKRWKI 
LQHLFPFGVKKDSSRVITFVNNDDYISVRHHVYVKTKDSVELSEIGPRFEMRLYEIRLGLPDNKDA 
DVEWQMRRFIRTANRKNYL 

YNL096C_YOR096W_homolog 1061bp public: 1..1061; CDS: 501.. 1058 
(SEQ ID NO 429) 

TCCTTTTGTTTTTATTTTTGCTGTGTTACTCCAGAAATGTGCATAATAATGATAATAGTA^ 

GACTAATATGAGATGATCGTATGTGGGTGGGTGGGGAGGAAGGGACCCGGAATTCTAGGAACAGGA 

AAAATAAAAACGAATAAACAAAAACCCCCCAATCGGCATGCATCGGAATTCTTTCAGCCCAATTAC 

tttatttttgcccacttcttttggattagggcaatagccctaaagctcgtgttttagccctttat^ 

tgcagtctattttatttttctcttttttttttggctgttggtaaacttt^^ 

ttgaaaaaaaaatcatttttacagtttacatttctctaacctgcaaaaagctctcgttttt^^ 

gtgagagttactcgttcacaatagtatactttacaggggagttcttttcttttggaatagtcaacc 

aacagcaaatagccaaggatcaagcttcatcattaatcatgtcctctaagatcttatcagaaaacc 

caactgaattagaattaaaagttgctcaagctttcgttgatyttggaatctca^ 

ctgaattgagaccattacyattcaaatctatcaaagaaattgatgttaatggaggtaaaaaagctt 

tagctgttttcgttccaccaccaagtttacaagcttacagaaaagttcaaactagat^ 

aattagaaaaaaaattcccagatagacy^tgttgtctttttagctgaaagaagaatcttaccaaaac 

cagctagaaaagctagaaaacaacaaaaaagaccaagatcaagaact-tt<;actgctgttcat^ 

aaattttggaagatttagttttcccaactgaaatcattggtaaaagagttagatacttggttggtg 

gtaacaaaatccaaaaagtcttgttggattctaaagattcaactgctgttgattacaaattggatt 

ctttccaacaattgtactcaaaattgactggtaaacaagttgtttttgaaatcccaggtgaatc 

ATTAG 

YNL096C_YOR096W_hoirolog 186aa (SEQ ID NO 430) 

MSSKILSENPTELELKVAQAFVDLESQADLKAELRPLQFKSIKEIDVNGGKKALAVFVPPPSLQAY 
RKVQTRLTRELEKKFPDRHVVFLAERRILPKPARKARKQQKRPRSRTLTAVHDKILEDLVFPTEII 
GKRVRYLVGGNKIQKVLLDSKDSTAVDYKLDSFQQLYSKLTGKQWFEIPGESH 

YNLl78W_homolog 1256bp public: 1..1024, PathoSeq: 1025.. 1256; CDS: 
501.. 1253 (SEQ ID NO 431) 

TGTTTTGTTTTTGCAATCAACATAATAGAAGACCAAACAAATAATTTCTATTTTTTTTGACTCT 

CGTAGTTTTACACTTCTAGCCTCTCTTGTAAATATACACCTAATTGACAGTACCATTAGGACCCCA 

TCTTATTGTTAAGGATAATACTTCTTCTTCTTCTTCTTCTTTGTTTAATCAAATTTGCAATAAATA 

AAAAAAAAAAAAAAACAAAGCCGCACAAGTTTTCCTAAAATGACTTATTTTGTGTAACGCATTCAC 

GTGATCATAATTTTTTTAAATTCAAAAACTGAACCAAATTCCTGCATATTGAGGTTGAAAAAAAA^ 

AGAAAAAGAAAATTTTTTCAATCITCTTTGAGGAGAGAGAGGTGAAAAATTTT^ 

CTTTCTTTCATTCTCATATACCATAAACTTAAACAACTTCTTTTACTTTTTCC 

CAAACCTCTACAACAGATCCAATTAATTAACAAAAAAAATGGTTAACGCTATCTTATCTAAGAAAA 

AGAAATTAGTAGCTGACGGTGTCTTCTACGCTGAATTGAACGAATTCTTCACCAGAGAATTAGCTG 

AACAAGGTTATGCTGGTGTTGAAGTTAGAAAAACTCCATCTAAATTGGAAGTTATTGTTAAAGCTT 

CTAACACTCAAGGTGTTTTAGGTGAACAAGGTAGAAGAATCCATGAATTAACTTCATTGATTGTTA 

AAAGATTCAAATTATCTCCAGAAGGTATTGCCATTTATGCTGAAAGAGTTGAAGAAAGAGGTTTAT 

CTGCTGCTGTTCAAGCTGAAGCTTTGAAAGCCAAATTATTGTCTGGTTTACCAATTAGAAGAGCTG 

CTTATGGTGTTTTAAGATTTGCTATGGGTGCCGGTGCTAAAGGTGTTGAAGTTGTTATCTCTC 

AATTAAGAGCTGCTAGAGCTAAATCTCAAAAATATGCTGATGGTTTTATGATOCATTCTGGTCAAC 

CAACTAGAGATTTCATTGATATTGCCATTAGACATGTTTTAATGAGACAAGGTGTTTTGGGT^ 

AAGTTAAAATTATGAAAGATCCAGCTGCTAATAGATTTGGTCCAAGAGCTTTACCAGATGCTGTTA 

AAATTGCTGAAGCTAAAGATGAAGATGAAGTTATTCCAGCTCCAACTGTTAAATCTTATAAACAAA 

CTGCTGAAGATGAAACTGAAACTGATGCTCCAGTTGAAGCTGAAGCTGAAGTTGAAGCTACTGCTT 

AA 
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YNLl78W_homolog 251aa (SEQ ID NO 432) 

IWNAILSKKKKLVADGVFYAELNEFFTRELAEQGYAGVEVRKTPSKLEVIVKASNTQGVLGEQGRR 
IHELTSLIVKRFKLSPEGIAIYAERVEERGLSAAVQAEALKT^LSGLPIRRAAYGVLRFAMGAGA 
KGVEWISGKLRAARAKSQKYADGFMIHSGQPTRDFIDIAIRHVUIRQGVIXSIKVKIinaDPAMIRF 
GPRALPDAVKIAEAKDEDEVIPAPTVKSYKQTAEDETETDAPVEAEAEVEATA 

YNLl82C_homolog 2105bp public: 1..728, PathoSeq: 729.. 2105; CDS: 
501.. 2102 (SEQ ID NO 433) 

AAACTTTCTGATTGAATAAAGTGAACTCAAATCACATTCTTCGGCATATATCAAACCATTATTAGT 
TTTATCACGTAAATCTTCAATATACTCAGCCACCCATTGATCATTGGTTCTTCTAGTAAGTAATAT 
TAGTTGTGCTCCTCGTTGTCCCAATTCATATGCTATTTGAGCTCCAATACCACTGGTCCCACCAGT 
AATCATAAACACTTTCCCATGCATGTCTCGCTCCCACGTATTGGTGGCACCATGGAAATAATACTT 
GGCTCCAGCAAGAGTTAATAGAATGGGAAGAACGGTAGGTCCATATTCTTTAATTTGGTCCCAATA 
TGGAATCACCTCTGGCCCATCAAACACAACACTAGTTAAAAAATTCACTGGCATAATTGGTATATC 
AAGAGTGAAGAAAAATGCTGTATTGGAGGTTGGAATTTGTTCACAAATTGGTTGCCTTTTTATTCT 

TACAATTTCTTGTTCTTGTTCTCCCACTCATCTCATCGCTCTCTTATAAATTCACAAACATGGATG 

AAGTAGTATTTTACATAGCTCAAGGTGATCCAGCTGATAAACACAGTCAAGAATCATATGGATATG 

TTACATCAATCCATTCTTCCAAACAATATGCATCTTATCGACAAGCAGACTCGCATATAAACGGTA 

CWSCCATAACTGGTATTGGCCCAGGAGAAAGAATTTTCy^CTGCTGTTCCTAACAAGC^ 

ATGTATATTO^TGGGGAAAAGAAAGTGTTGATO^CXSTATACCGATACCAGAAGCyVTTGACT 

TCACGTTGATAAACCATCCAAATGGCAGTAACAACAACAGCGACAATGATGACAACCAGTTATACA 

AATTACCAAATTACCGAGTTCCTTGGTTGTTAGCAGGTGGATCAAAGAGTGGGAAATTGTACATTT 

GGGAATTAAGTTCAGGCAATTTATTATGTGTCAGAGACGCCCATTATCAGGGGATCACTACCATCA 

AGGGTTCAAGCTGTGGAACATTTTTAATTACTGGAGGAGAGGATGCCAGATGTCTTGTATGGAATT 

TAGCAGAATTAATTAGTATTTATGACAAATCAGACCATCAAGTGAAACCATATTGGCAAATCACTG 

ATAACACATTACCACTCACTGATCTTTGTTTAAATGATACTCATAACATTAATGATCTAAAATTAT 

ATACAACTTCAGAAGACAGCACGGTCAGGATTTATGATATAGTCACAAAGAGTTTGTTAACCACAT 

TTATTTTACCCAGTTCCGCTGAATGTATCACCAAGGATCCAGCTAATAGAGCGTTATATGTCGGGT 

TGAATAACGGTCTTGTAAGATOVATTCCTTTATATTCTATAAATAGCCATACATCAGTCTTGGA^ 

GTATTGGCGGCATGAATAAGATAATCACGGTTGATGCTGATCT^AAATTTAAAAGAGACATTTGTTG 

CACATCAACAAAAGACGAAAACAGGAGACGATAAGCCTGTTGTTGTTACGAAATTGACAATTTCTT 

TTGATGGTACAAGTATAATATCTGGTGATTCTGAAGGCAGAGTGTTTGTGTCTGACATTGTAACGA 

AACAAGTTGTGAAATCATTCACACCTTGTAACTCTCCAATAGCTTATATTGCTGTTGAAACTATCC 

CTGATGACTTTGTCAATAACTTAGCTACTAGTACTACCACTAATAAAGCTGACAAGAAACATAGAA 

TGATACCTCAATTTAAACGAGTACTAGCAAGCACCAATTCTGAAGAACATCAGATATTCTTGGACA 

TTCCTGGTAAAACCACCGCAACCACCAACGCAACCGGCAATATTGACTTTGCAACTTGGTTACAAG 

GCAAACAATCTGAAGAATTACAATTCAAAAACCTTTCTGGAATAAACTCTATTGTCAAACAAGTTG 

GCAACGAGAATGTATCGGATCTCGAAGAGAGATTACAAAGAGTTTCTCAAGCATACACTGAATTAA 

6AAACAAACATGAA6AATTAATTAAAGAACATGCCAAATTATTAGATAAATTAGAATA6 

yNL182C_hoinolog 534aa (SEQ ID NO 434) 

MYVLKKKNFVQFLVLVLPLISSLSYKFTNMDEVVFYIAQGDPADKHSQESYGYVTSIHSSKQYASY 
RQADSHINGTAITGIGPGERIFTAVPNKALINVYSWGKESVDQRIPIPEALTCITLINHPNGSNNN 
SDNDDNQLYKLPNYRVPWLIAGGSKSGKLYIWELSSGNLLCVRDAHYQGITTIKGSSCGTFLITGG 
EDARCLVWnsrLAELISIYDKSDHQVKPYWQITDNTLPLTDLCmDTHNINDLKLYTTSEDSTVRIYD 
IVTKSLLTTFILPSSAECITKDPANRALYVGLNNGLVRSIPLYSINSHTSVLESIGGMNKIIT\7DA 
DQNLKETFVAHQQKTKTGDDKPVWTKLTISFDGTSIISGDSEGRVFVSDIVTKQWKSFTPCNSP 
IAYIAVETIPDDF\^rATSTTTNKADKKHRMIPQFKRVIASTNSEEHQIFIJ3IPGKTTATTNATC 
NIDFATWLQGKQSEELQFKNLSGINSIVKQVGNENVSDLEERLQRVSQAYTELRNKHEELIKEHAK 
LLDKLE 
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YNL190W_homolog 896bp public: 1..896; CDS: 501.. 893 (SEQ ID NO 
435} 

TTTCTGCAAGTATTGCGTGTGCTGCACy^CTTTTTATATCCGAAAATTT^^ 

CGGa^GAAAAAACAGAAACAATAC(^CCA6CACGGACAAAAAGATTATAAGCTTTGTGTAATAAG 

GTTATGTCATCGGGTATTACAGATTGCAGGGCCATCTTGTCTTCATCAGTTATAGCATTTCA^^ 

AAATAAGCCACATATGTGTACAGCGCTGAGTCTACTCAACATGTGTAAATAGAATAAATCAATTGA 

CACAGTCTTTTGAGATCTGTTATTCTGGCCTATAGCGTTTTAGGAAATTGCGGTATTTTCTTGT 

GTTTTTCTTTTATCTATTTTCGCACGACTTGGGGTGGTTTGTGTGACTTTTTTAGC 

TGTCGGTCTTCGCAGTAAAAATAAAAAATTCAAAAAAAAAAACAAATTGACTTTTTTTTTTACT^ 

CTTTCTTTTCTATCAACAATACTAATCACAAGCCAACCATGAAATTCACTACTGTTGCCACTGTT^ 

TTGCTATTTCCTCATTAGCTGCCGCTAAAGGTGGTGAAAAAGATCACGGTAAAGCTTCTACTGTCA 

CCy^TATGTCACTGAAACTACCCACAGATACGGTCGTTTTGACAAAACCAGTAGATCTAAAAAGC 

CAAAGGAAACTGGTACTCACAGATACGGTAAATTCAACAAGACTCCACGTCCAGTTACCACAACTG 

TCTTGGTCAAAGAAAGCGACCTTCCAAAGAAAAGAGATGCTGTTGTTGCTAGAGATTCTAAAAACG 

CTTCTTCCAACTCTACCACCTCTAGTGGTAACAATGGTGTCGCCACTGGTGTCAGCTTGGGTCTTG 

CTGGTGTCTTAGCTGTTGGTGCTGCTTTGGTCATCTAA 

YNL190W_honiolog 131aa {SEQ ID NO 436) 

MKFTTVATWAISSLAAAKGGEKDHGKASTVTKYVTETTHRYGRFDKTSRSKKPKETGTHRYGKITSI 
KTPRPVTIT\njVKESDLPKKia)AWAM)SKNASSNSTTSSGNNGVATGVSLGLAGVIiAVG 

YNL208W_homolog 1076bp PathoSeq: 1..107S; CDS: 501.. 1073 (SEQ XD 
NO 437) 

TTTTTGATCAGGCCTTTTGTTTTTTTTTTTGGGTGGTGCTGTGGTTCGT 

TTTCGGTTCTACTTGTTCCTTTTTTTTATTCTCCTCGTTAATCCTAATTI^ 

TATAGGGAGTTGGAAAATTAAAAGCTTCAAAAGAAAGAAAGAAAGAAATACCAACGTGGAATTTCT 

ATTACGTAAGTCACTATAACTTGCATAGAAATTTCAGGTTTTCAATTTAAGAAAGTATTAAT^ 

TGAATTAAGCAATTGAAACGAATTGAACCAGCTCAGCATTTATTTTTCGTTTTCTTT^^ 

GGGGGTGGGTGAAAGAAAAATCTAAAAATATATAAATACTCCACTTATCTCCTCTCTTCCTCTCTT 

TTTTACTCAATTGAATCAATATTAAAACAATAAAAGCCATGTCAGCTAACGATTTTTATTCATCTG 
GTGATCAATCCAATTATGATCCAAAAAGATCCTCGAATCAAGGATCATCATCATCAAATGATGAAC 
AACAAGACAGAGGGTTATTATCTACTGTCGCCGGTGGTGTTGCTGGTGGTTATGGTGGTCACAAAT 
TAGGTGAAAAGGCACAACATGGTACTTTGGGTACTGTATTAGGTGCCATTGGGGGTGCCATTGGTG 
CCAATAAACTAGAAGATGCTTATGAAGACCGTAAAGAACATAAAAAACACGAGCAACAATATGGTG 
GTAGTGGTAAACACGAAGGCGGAAGACATGAAGGTGGTTTTGGTGGTGGTAGACCAGATGATCGTT 
ATGAAGGCGATAGAAGAAATGATAATTACGGTGGTGGTTACAATGATAGAAGAGATGACGGTTATG 

CAGATGACCGTTTTGGTGGCGGTAGACCAGATGACCGTTTTGGAGGTGACAGAAGAGATGATAGAA 
GAGATGACCGTAGATGGTAA 

YNL208W_homolog 191aa (SEQ ID NO 438) 

MSANDFYSSGDQSNYDPKRSSNQGSSSSNDEQQDRGLLSTVAGGVAGGYGGHKLGEKAQHGTLGTV 
LGAIGGAIGANKLEDAYEDRKEHKKHEQQYGGSGKHEGGRHEGGFGGGRPDDRYEGDRRNDNYGGG 
YNDRRDDGYGGGYGGGRPDDRRHEGGFGGGRPDDRFGGGRPDDRFGGDRRDDRRDDRRW 

YOL031C_homolog 1745bp public: 1..1342, PathoSeq: 1343.. 1745; CDS: 
501.. 1742 (SEQ ID NO 439) 

TTGGTATTGAAGACACCGAAGACTTGTTGAAAGATATTGAACAAGCTTTACAAAAGGCTGCTTCTG 
TTTGAGGGGATGTTCATTAGCAATGTATATAATTATTGTATATTATGACAAAGAAAGAAAAAAG^ 
AACCAGAAAAGTGGTTTATACAGGAATATTTTAATAGAAATATCGCTTATATTGTGATAAAAAATT 



TGAGGAAATTCCAGATAGCTAACGGTTTTGCGATTACGAATTTCGCAACCAAATAAATATGTGACA 
AGGAATACACTACTGATCAAGGTTATTCTTAGTACAATGGAAAAAAAAAAAAAGAAGCAAACAAAA 
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AAACGAGAAATTAATGAACACGACTTCACTTCTACAACCTACTGGGAAAAAAAAGGCAGAGAGTTA 

TTGAAAAAGGATCATATCAAGTTCTTATTGTATATTATATGAAGTTTTCTGTTTTAGTATTACTTG 

CCAGTTACTTAGTTGGTGTGAATTCTCTGATTGTTGATACTTCAGAGGAATTAATTTGTCCAGATC 

CAGAAAACCCTTTAGATTGTTATCCAAAATTGTTTGTTCCAACAAACGAGTGGCAAACCATTAAAC 

CAGGTCAAGATATACCACCTGGGTTACACGTTAGATTAAATATAGATACGTTGGAAAAAGAGGCCA 

AGCTAATGAGTGCTGACGAAAAAGACGAGCCAGTTCAAGAAGTAGTTGTTGGTGGCGAATTGCAGG 

ATCATTCGAGGGAAGCCATCACTGAGAATCTACAAAAGTTGCATGAGCTGAAACATCCTGAAGTAA 

AACAGGAGCACGCTCATCGTACAAAGGTTAGCCAGGGAGATTTGAGTAATTTTGACGCA6CTTGTC 

TGGAAATTGAGAGTTTCAAGCCACATGAGAGT6ATGTGGAAAGGTTGCATTTGGCACTAGATACTT 

TAGAGGAATTAAGTCATGATATCGAATTTGGGGTGAAATTGACCTCAGACAAAGCCATATTTCAGA 

GTTTTGTCAACATTGCCAATGGTGCTTCTGATCCAAAAATAACCGAAAAGGTATATCGTGTAATGG 

GGTCTAGTTTGAGAAATAATCCTGAAGCGATTAGTAATATCTTGACCAACTTCGACAAGAGCTATG 

TGGATAATTTGTTTGAGCAATTAGCGAATGAAAATGATGTTCTACAAAAGAGGATTTTGGGTATAA 

TTCAAGCTTTAGTCCAAAATAGCCATTTTGCAAGACAATATTTTTCATTTGACCACAGTTCCGGGT 

TAAATGATTTAATAGCGATTTTTCCCAAACTTGGTCCAAACTCAAAGTCCAGGGCAAGTAACATTT 

TAGAGGATTTACAATTGTTCCCAGTAACAAACGATAGAAGATCACTTGAAGATCAAGATCCTGAAT 

CACAGGTTTCAAAATTTATTCAGAATTCCTTTGTTGGAAATAAACTTGACGAGAAGAAT^ 

CTTATTTTGATCAACTAGTAAATTTGCATCAGCTGAATAAGAGTTTGCGACCAAGTGGTGACTTTC 

TCAATTGGTTAGCTGAAGAAGTGGAGTCGCGTAAAGAGAATAAAAAAAGAGACGATTATTCACAAG 

AAGACAAAGACTTTGATGAGTACATGTTGCGAGCACGTCATGAAGTATTTGGCAATCCAAT^ 

TAAGAAAGGCAATT6CCGACGAGTTGTAG 

YOL031C_homolog 414aa (SEQ ID NO 440) 

MKFSVLVLLASYLVGVNSSIVDTSEELICPDPENPLDCYPKLFVPTNEWQTIKPGQDIPPGLHVRL 
NIDTLEKEAKLMSADEKDEPVQEVWGGELQDHSREAITENLQKLHESKHPEVKQEHAHRTKVSQG 
DLSNFDAACSEIESFKPHESDVERLHLALDTLEELSHDIEFGVKLTSDKAIFQSFVNIANGASDPK 
ITEKVYRVMGSSLPmPEAISNILTNFDKSYVDNLFEQLANENDVLQKRILGIIQALVQNSHFARQ 
YFSFDHSSGLNDLIAIFPKLGPNSKSRASNILEDLQLFPVTNDRRSLEDQDPESQVSKFIQNSFVG 
NKLDEKNFKSYFDQLVNLHQSNKSLRPSGDFLNWLAEEVESRKENKKRDDYSQEDKDFDEYMLRAR 
HEVFGNPMGLRKAIADEL 

YOL048C_honiolog 1244bp PathoSeq: 1 . .27/985 . . 993, public: 
28. .984/994- .1244; CDS: 501. .1241 (SEQ ID NO 441) 

ATGATTTTTTCCTTGATTTTAGAGCTGTTAATTATACCTTTTTTGTTCCCAAATAAGCGCTAAAAA 
TGATTGAAATTAAAAATACTAACTATTCCAGGTCAAAGTAAACACTATAAAACAATATATTTCAAT 
AACAGGAGCAGTAATTAGCTTCAACATCAAGGTACTCTTTTATTTTTCTACCAAAAACACATCTGA 
AGTAGCTCTTATCCATAGATCCAAATATTTTAACCTTTTTTTTTTCCTACTCTCATCTACTTTTTT 
TTGCAACACTTACTGCTCACAACGCCAATGACCATACCATTAATTTCAATAATCAAATCAAGAGCT 
TATTTGTATCCTCTCAAGGTATGTTAATGTATTAACAACACCGATTCTATTTCACCAACTAACACG 
ACAGAAAGGGGTTGTACTATTTTGTAACACATCCCACCGTTTGGCCCTTTTACATAACCATATTGA 
TACCTCAATTGGTCCTTACACTAGTCATTTACCTGATTATGTTTTCATTGTTCTTCCCACCTCAAG 
CTATTGTATATACATTGTTAATGGGACCATTAGGGGTGATTGGTGCGTGGTATAGTTTGATCCTGC 
AAGCGAGCACATTGTCTATATTTGTTGTCACAATATCCTTAATGCCTCACATACAACGAGTGGCAT 
ATGATGCAATATTGAGTAGAGAGTGTGCAAATGATGTGGTACTAATGGGAAAACTTAGGAGGTATA 
GAAAACTACCCATTAGAGTAAGGGCCAGAGAATACCTTAAGGCCATTCCAGATTTTTCGATCTTTC 
CCTTCTCTTTGCTCAAGCTACTTGTGTTTTTCGGTATTTACTTCATACCCTTTGTAGGTCCAATCA 
TTGTATTGTTTTTCCAATCTTCCAAGCGTGGACTAAAGGCACATGCAAGATACTTTAAGTTGAAAG 
GGTTTCTGCGTAGTGACATAAGAACAATCCACAAGCTAAACAGACCAGCATATATGGGGTACGGAG 
TGGTTGCGCTTTGGCTCGAGCTGTTTCCATTTATCAATATGTTTTTTATGTTCACCAATACTTTGG 
GAGCTGCTTTGTGGGCAGTTGATATTGAACAACAAGAGAAGGCCGTCACAGAGAATGTGGCC6CAG 
CTACTACCACCGCCACAGATACGAATAGCGTCAATCAACAAGGTCTAGTTATACCCGTACACAATG 
AACCAGCAACTAATATACCTGAGGCTACCCCAAAAACTGCTACAAATACCATCTAA 
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YOL048C_hoinolog 247aa (SEQ ID NO 442) 

MFSLFFPPQAIVYTLLMGPLGVIGAWYSLISQASTLSIFVVTISLMPHIQRVAYDAILSRECANDV 
VLMGKLRRYRKLPIRVRAREYLKAIPDFSIFPFSLLKLLVFFGIYFIPFVGPIIVLFFQSSKRGLK 
AHARYFKLKGFSRSDIRTIHKLNRPAYMGYGVVALWLESFPFINMFFMFTNTLGAALWAVDIEQQE 
KAVTENVAAATTTATDTNSVNQQGLVIPVHNEPATNIPEATPKTATNTI 

Y0R027W_hoinolog 2270bp PathoSeq: 1 .. 947/1781 1828 , pxiblic: 
948. .1780/1829 . .2270; CDS: 501. .2267 (SEQ ID NO 443) 
GCATTTTACTTATTTAGATATTACTTCATATTGCTTTTATTTAGATTGATTTTGTT^ 
AGTTTTTATTTTTTTTTTGTTTAAAGTTTTTATTTT^^ 

TATTTAAATTATAGTAATCATCCTATAAATTTCy^GTCAAAAGACAGATCTTAAGGTCTAATC 

GAAATTAGAAAAGAAAAAAATTACACATGGTAGCAGCTGATGTATAGAACTTTCTAGCAAAAAAAA 
AAAGAAAGAATTTTTTTTTCITrcCATTTT^ 

TTAAAAGGGAACCCCTTCCCGAAAAATCCAAAACCAAAACTTCCACCCAAATATCAAATAACTAAC 

TTATCATTCCAACAGATAATATTCCCACTTCAATAACAATGACAACAGCTGACGAATACAAAGCAG 

AAGGTAACAAATATTTTGCTGCTAAAGATTTTGAAAAGGCGATTGAAGCATTCACTAAAGCAATTG 

AAGCATCACCTGAACCAAACCATGTTCTTTATTCAAATCGTTCTGGATCTTATGCCTCTTTAAAAG 

ATTTTAACAACGCATTAAAAGATGCTCAAGAATGTGTCAAGATCAATCCTAGTTGGGCCAAAGGGT 

ATAATAGAATTGCTGGGGCTGAATTTGGTTTAGGTAATTTTGATCAAGCCAAATCCAATTATGAAA 

AATGTTTGGAGTTGGATCCAAATAATGCCM'GGCTAAAGAAGGTTTAAAATCAGTTC 

TATCATCTGGTGGTGGTGATGACAAGGATTTAGGATTTGGTAAAATTTTAAATGATCCTAATCTP^^ 

ATACTAAATTGAAAAATAATCCTAAAACAAGTGAATTTATGAATGATCCTCyVATTTGTTGCTAAAC 

TTGAACGTCTTAAAACTAATCCACAATTGGGTAATCCTGATATGTTOAGTGATCCAAGATTATTGA 

CGGCTTTTGCTGCTTTAATGGGTATTGACATGGATTTACCAAATATGGGATTCACTGCTCCAAACG 

AATCACAATCCAATGCATCAGAACCAAAACTGGAACCAAAATCAGTACCAGAATCTAAACCAGAAC 

CAAAAGCAGAACAAAAGGAAGAAGAATCAACCTCAGCCAAAGATGAAGACACTCCAATGACTGATG 

CCCAAGACGACACTAATGATAATGATGCCAAAACCCAAGCTGACAATGCTAAAGCTGAAGGTAATG 

CCTTATACAAGAAACGTCAATTTGATGAAGCAATTGCCGCCTATAATAAGGCTTGGGAATTACATA 

AGGATATCACTTATTTAAACAATCGTGCnXSCTGCCGAATATGAAAAAGGTGATTATGATGCTGCTA 

TTGCTACATGTGAAAAGGCCATTGATGAAGGTAGAGACATGAGAGCTGATTATAAATTGATTGCTA 

AATCATTTGCTAGATTAGGTAATATTTATTTGAAAAAAGATGAATTACCCGAAGCAGTGAAAAATT 

TTGAAAAATCTTTAACTGAACy^TCGTACCCCTGATGTTTTATVATAAATTAAGATCy^ 

AAATTAAAACTAGAGAATTAAATGCTTATATAGATCCA6AAAAGGCTGAAGAAGCAAGATTACAAG 

GTAAAGAATATTTCACCAAAGGAGATTGGCCAAATGCCGTTAAGGCTTATACTGAAATGATTAAAA 

GAGCACCAGAAGATGCTAGAGGATATTCTAATCGTGCTGCTGCATTGGCAAAATTGTTATCATTTC 

CTGATGCTATACAAGATTGTAATAAAGCCATTGAAAAAGATCCAAATTTCATTAGAGCTTATATTA 

GAAAAGCTAATGCTCAATTGGCAATGAAAGAATATAGTCATGTCATGGATACTTTAACCGAGGCAA 

GAACTAAAGATGTTGAATTGGGTGGTAAATCAATTCATGAAATTGATGAATTAATGAATAAAGCTA 

CTTATCAAAGATTTCAAGCCATTGAAGGTGAAACTCCTGAACAAACTATGGAAAGAGTTTCTAAAG 

ATCCAGAAATTGTTCAAATTTTACAAGATCCAGTAATGCAAGGAATTTTAGCTCAAGCTAGAGAAA 

ATCCTGCTGCTTTACAAGATCATATGAAAAATCCTGAAGTTTATAAAAAAATTAATATGTTGATTG 

CTGCTGGTGTTATTCGTACCAGATAA 

YOR027W_homolog 589aa <SEQ ID NO 444) 

MTTADEYKAEGNKYFAAKDFEKAIEAFTKAIEASPEPNHVLYSNRSGSYASLKDFNNALKDAQECV 
KINPSWAKGYNRIAGAEFGLGNFDQAKSNYEKCLELDPNNAMAKEGLKSVESALSSGGGDDKDLGF 
GKILNDPNLYTKLKNNPKTSEFMNDPQFVAKLERLKTNPQLGNPDMFSDPRLLTAFAALMGIDMDL 
PNMGFTAPNESQSNASEPKSEPKSVPESKPEPKAEQKEEESTSAKDEDTPMTDAQDDTNDNDAKTQ 
ADNAKAEGNALYKKRQFDEAIAAYNKAWELHKDITYLNHRAAAEYEKGDYDAAIATCEKAIDEGRD 
MRADYKLIAKSFARLGNIYLKKDELPEAVKNFEKSLTEHRTPDVLNKLRSTQREIKTRELNAYIDP 
EKAEEARLQGKEYFTKGDWPNAVKAYTEMIKRAPEDARGYSNRAAALAKLLSFPDAIQDCNKAIEK 
DPNFIRAYIRKANAQLAMKEYSHVMDTLTEARTKDVELGGKSIHEIDELMNKATYQRFQAIEGETP 
EQTMERVSKDPEIVQILQDPVMQGILAQARENPAALQDHMKNPEVYKKINMLIAAGVIRTR 
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Y0R312C_homolog 1 01 9bp public: 1..1019; CDS: 501.. 1016 (SEQ ID NO 
445) 

CCACTAACAAACTTTTTTTTGACTATACACCACTGAAAAAAAAAAAAAAATTTTTGTAAAAAAT^ 
TAAGAATTTCAGTTTAC3AAGGTATTCAACAACAACCGAAGAGTATGTTCAACATCGTTATAATAGA 
ATAGAATAAGAGCATGACAAO^GGGATACAAGCTTGAAAAAAGAAAAAGGGTGGGATATCTTAA 
AATTATTAAAGAGTTTTTTTTATAACATGTCATTGAGATTGAGATTGGGAATACTGAATTCGATTT 
TAAAGTCATTGGATGGGAGAGTTAATTATTCGTTTTATTATTAGGATTACCAATGAATAGTAATGA 
AGTGATGGAGAGATAGAATGAAAGTATTCAGAAGAGCATCAAGTCCCTTATAAGTTTGTGAGACAT 
AATATGTCTACCCCCTTGTCAACTTGTCATAAATTTTATTGCTCGTCCTTTAAAAGAAATGAATAA 
AAAGATTTACTAACTTAATTTCAATTATTTATAGAAAGATGTCTAGATTAAACGAATATCAAGTTA 
TTGGTCGTAATTTACCAACTGAATCCGTTCCAGAACCAAAGTTGTTCAGAATGAGAATTTTTGCTC 
CAAACACCGTTGTTGCCAAATCAAGATATTGGTATTTCTTGCAAAAATTGCATAAAGTTAAAAAAG 
CTTCTGGTGAAATTGTATCTGTCAACATTATTTCTGAAGCTAAACCAACTAAAGTTAAAACTTTTG 
GTATTTGGTTAAGATATGAATCCAGATCTGGTATTCATAACATGTACAAAGAATACAGAGATGTTA 
CTAGAGTTGGTGCTGTTGAAACCATGTACCAAGATTTAGCTGCTAGACACAGAGCTAGATTTAGAA 
GTATCCATATTTTGAAAGTTGTTGAATTAGAAAAAACTGATGATGTTAAAAGACAATACGTTAAAC 
AATTTTTGACTAAAGATTTGAAATTCCCATTACCACACAGAGTCCAAAAATCTAAGAAATTGTTCC 
AAGCTACTGCTCCAACCACTTTCTACTAA 

YOR312C_hoinolog 172aa (SEQ ID NO 446) 

MSRLNEYQVIGRNLPTESVPEPKLFRMRIFAPNTWAKSRYWYFLQKLHKVKKASGEIVSVNIISE 

AKPTKVKTFGIWLRYESRSGIHIiIMyKEYRDVTRVGAVETMYQDIAARHRRRFRSIHILKV\^ 

DDVKRQYVKQFLTKDLKFPLPHRVQKSKKLFQATAPTTFY 

YOR369C_homolog 932bp PathoSeq: 1..228, public: 229.. 932; CDS: 
501.. 929 (SEQ ID NO 447) 

TGTTTACTTTTTCTGTAGTTTTAAAGTTTCCTAATTTAACTTCCAAAAGTTTCATT 

TTAACATACCTTTGTCACAAGCAATTATATTGAAGTTTTTTGATACAAGTGTGTTGT^^ 

TACATGTGAGATATATAATTGTGTATATACAGTCACGTGAATAGAGCAGAAAAATTACGAAGTAGA 

AATATTGGTAGCGCGTTAGGGCTATAGCCCTATTTAGTTTGTGCACCACAC6ACTTACAATTTTTT 

TTTTTTTCTTTCTTAGAATCCTTGAGGCACTGACACTGTACTCTCTCTCTCTCTCTCTCTCTCTCG 

TAGGTAGTGAAAAATTTCCACTAGTCTTCCCATAACCCACCTAGGTTCTTTCTTTTGGAAACCACT 

GAGCAGTAAATCAATTTACTTGACGAAGAAGTCTATACATAAATATAAACTTGTCCCCTCCCCCCC 

CTTTTTTTTTAACTAACTAAGAAGAAAAAATTAAAAAAATGTCTGACGTTGAACAAGAACAAATTG 

TTGAAGAAGTTGTTGTTGAAGAACAATCCGGTGCCATCACCATTGAAGATGCTTTAAAAGTTGTTT 

TAAGAACTTCTTTAGTCCATGATGGTTTAGCTAGAGGTTTAAGAGAAGCTTCTAAAGCTTTATCTA 

AAAGAGAAGCTCAATTATGTGTTTTGTGTGACTCTGTTACTGAAGAATCAATCATCAAATTGGTTG 

AAGCTTTATGTAATGAACCAGAAGAAAAAATCCCATTGATTAAAGTTTCCGATGCTAAATTATTGG 

GTGAATGGGCTGGTTTATGTCAATTAGATAGAGATGGTAATGCTAGAAAAGTTGTTGGTGCCTCTT 

GTGTTGTTGTCAAAAACTGGGGTGCTGATTCTGAT6AAAGAAACATCTTGTTGGAACACTTTTC 

AACAATAA 

YOR369C_homolog 143aa (SEQ ID NO 448) 

MSDVEQEQIVEEVWEEQSGAITIEDALKWLRTSLVHDGLARGLREASKALSKREAQLCVLCDSV 
TEESIIKLVEALCNEPEEKIPLIKVSDAKLLGEWAGLCQLDRDGNARKWGASCVVVKNWGADSDE 
RNILLEHFSQQ 

YPL047W_homolog 881bp public: 1..811, PathoSeq: 812.. 881; CDS: 
501.. 878 (SEQ ID NO 449) 

aaaatttccaatcttgaatttcatcttcaacgtcataaacttgttctgtttgaaa 

tctttgactctagctgttcatctgtcattacccttggcttggtttgtcttactg^^ 

acaaa(::tttttgattgattgcaactgaacaaaaaaaaatacgacagacacacacacacacacacac 

acacaattttcagctccttccaagtcgtgtttttttggaagaaaaaaaaaacaacttggccctaaa 
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AACTCTATGCTCTAACCGACAACATTAGATTACTTTGATAACTCAO^CCTTTAATTAACACTATC 

TACAAAATATGACAAGTACACCAATAACGTACAAGACACTAGTATGAAAGGCAAGCAO^CTTGC 

AAAO^AAAAACCCCTAACITTTATTATAGTTTTGTTTGATGTTATTTTGTTTTA 

TCTGTTTTTTTTTTTTTTCAAAGGCCGATTCTATATTTAATGATCTAATCAAC^ 

AACATACATTAACCAGTTTAACCAATATTAAAGATCATTCCTCATTATTAAATTCATCTAATAGCA 

ATACTAATAGCAATACCAACGGTACAATTGCCAGTAATGGTGGAAATGGGACTACAAGTGATGAAA 

ATAATGAAATTGAAAATTCAACAATTCAAGATAAATCAAAATTAAAACAATTAGAAACTTCAAGGT 

ATTTCCGATGTCTTAATTGTGGTAGAAATATTGCCGGTGGAAGATTTGCATCTCATATAAGT^^ 

GTTTAGAACGGAAACGGAAATGA 

YPL047W_homolog 126aa (SEQ ID NO 450) 

MLFCFILTKICFFFFSKADSIFNDLINNIIKQHTLTSLTNIKDHSSLLNSSNSNTNSNTNGTIASN 
GGNGTTSDENNEIENSTIQDKSKLKQLETSRYFRCLNCGRNIAGGRFASHISKCLERKRK 

YPLl37C_homolog 5344bp public: 1..3342. PathoSeq: 3343.. 5344; CDS: 
1250.. 5341 (SEQ ID NO 451) 

CTCTAGAAGTAGGACATCGTATAGTGTATAAACACTCAATAAGTAATGAAGAAACACGTTTTGTTG 

TGCAATGTTAGCTGGCGAGCTCAATATTGGGTCTCTCCGCCGTCTGTCTGCCTTGCATTCTACTTT 

TTTTCTCCTTATGGAAAACATTAGTACTAGTAGTGGTGGTAGTAGTTGCTGTTGTTTGCACTTO 

ACGTAGTTGTTTTCCCCTCATTCTTTCATCTGATTATTCTGTCTTTGTTAACTGCATACAAAGGGA 

GGGGAAGAAGAAACAACAAAAGGGGAATTTGAATATACGTC^TCTTTTAATC 

GGGGGGGGGGGTCATACTTCTTGGTGTAAATAATGTATGGAGATTGAGGTTATTAGACTTTT^ 

AGAGGTCTTGGTTGAGTAAGGCGGGATAGCACAAATAATGCGTGTCTAATTGGTCAGAGAATAATA 

TGCTTTGGGGAACAATAGAAAGATCTAGCGAGAGAAATAGAATTNCAAGGGTAAGGATGATTAACT 

TTTTTTTTTTTTAATGCTTGGAGTACnTTGTTGTT^ 

AAAAGAAAAGTATATAACTTTAGTAATCGGAGAACAATTGAAATCAATATTTTGAAAATATAGTTT 

TATAGAGTAACCTGGGTCGAGGTGAACCCGAATTCAATATTGGTTTTCGGTTGTTATATGCTACAT 

AACCATCCTCATCTTGAATGAAACAAGGATAATAGAAATGAGTATATTAAACAAACAACATTATGT 

TGTTACTGTTGTATTCTGTTTTTTGGTCATTGCCATGGTAATTTCATATTTAGTAACAATTTAGTG 

TTCATCGTAAGTCTCTCCTTCTCTGGGAGATGTTCTCTCTCTCTTTCTCTCTCTTGTTGTTGTTGT 

TGTTAATTGTTAATTGTTGATTATTGATTGTTCCCCJ^TTAAAATTCCGATAAACTTGAACAATAA 

ATTGTCATCATAAATTTTTTTTTAGAAAATCACTCCATAAATTAAATOT 

TAAATCGGAACTTCCGTCAATTGGATTCGGTTTTTTTTTTTITTATT^^ 

TTTATTTTCTTTTTGCTTCCTACTTCTCTTTTATTTTCTTAGTTTCATAAT^ 

CTTGAAACTGGTTAATTTTAAATCAACTTCGTGATTTTTTTCCGGAAATCTAATAATATCAATC 

CAGTAATCTGCCACCACTTGGTTCTACAACTAAOSATCAGAGACTACCCCAAAGCGGAGTTTCATC 

CATACCCACAAATAAATTGCCTTTACCTAATGCCAATGAAGATTTTGCCACGGGTGTGTCGAATGG 

AGATGTTGACTGGCTATTTCGAGGTAAATCy^GAAATTGGGGAAAAAGATGGCTAAO^CAATG^ 

CAATAAGGATGAACGAAAGAATAGTCATGGTAACATCAAAAACTCGGAAAAAACTACCGCAAAACC 

CAATGAAACTAAACATGAGTCTAATGGTGAGAAGTTAGAATTCAATGTTCCA2\AATCTGTAATGCC 

AACAAAGCATACATCGTCTGGGAACCCAAAAGCACCTACCAATGGACAAATCTCAAATGTAACACC 

AAGTCAACCAAGTCCGAAACAGACCACTTCTGGGTCAACAAATGCAAATGATATACCTCCyVATTTC 

TCCTAAACAACCAGAAAAGGCATCAAAGTTGAATAAACTAAAAATTGGGCGTT(y^GATCGTCTTC 

TGCATCAACAGTCGTACCTTCATCTACAACAGCTTCAACTACTACTAATCCTGGAGATCCTAAAAG 

TCAACCAAAAAGACGGAGCAGTAGTTTTAACTTTGTTACTCCTTCCTTGAC6AGTGATTTGGCATA 

TGACGATCCTGCATTGGTATCTCAATTATCAAACy^TTCAAATTCrCTC 

TGTTTCTCGTTCAAATAGOVAAAAAGGTGGGTTATTCAGTTCACTTTCATCAA^ 

CTCGGCTTCATCTAAACAACCACAACTGCATTCATCGTCTACACCATCAACCACAACGACAAATGG 

TGGCGGTAACTCGTCCGCTGCTCCAAAATCATCCCATCACTCCCCCAAATTTAATCCTTCACTTGT 

TGGTCCAGTATCAAAGCACAATCGAGAAGCTGAAGATTl^TGTCTCTTACCAATACTTTGCCTGC 

TGGGAGTGGAATACCAATTAAACGTAAACCATCAATATCGGGAAATTCAATTTTCAAAGATTCATT 

TCTCGATGATCCAAGTTCTTCACCGTCATCTTCATTAAACTCTGATGGGGGGCTTAAGTTT^ 

GAGACGTTCCTCTGTGGCATCTACACCATCAACACACGCGTCAACACCTCGAGTGATTTTGAACAA 

AAACCCCAATAGGAGAAAAGTACCCATTGAAGAAATATCTGAAGTTCGATTGCGTCGGGTTACCTT 
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TTCTGTTGATAAACTCGAGCACGATCCGCAACAGCAGATTCCTTCAAGAAGACCTAAACGAGGTAA 

TGTTTTAATTCCACAGGACATCAATGCACCACCTCCAAGACTATGTCTTGGGATTTCAGTTAATGA 

ACCAAATAATAAAGATGACGGTAAATCACACAACCATTCCAAATATAGTGATCATGAAATTGCATT 

AGCTGAAGATGCTCAACGCCGAGCAATTATTGAAGCAGAAAAACATGCTCAAGAAGCTCATCGACA 

AGCCaAAAAGATTGCTCAAGAAGTTTCTGGGTATAGATO^CATAGATTCATATCCATTAAAGAAG^ 

TGGTAGTGTTGGTAATTCTAACACCAACGGCAACGACAATGACGAAGATGATGATGAGGTTGAAGA 

AGOVGTTGATAAGAAATTGGCAAATGATGTTTCTGTGGATGGACCGTTGCATGTCCACGAAO^ 

TTTCGAAGAAGAAATTGAAAGCAAAACAGGTGAAAAGACCyiTTTCATTGGAl^CAATCTATAC^ 

ATGTTGTCATTTACGAGAAATTTTACCAATCCO^GCAACATTGAAACAATTGAAAAATAAGACAGC 

ACCGTTGGAAGTGTTAAAGATGCTCAACCCAAAACCyVACTTTAATTGATGTGTTATCTTTTTCAGA 

TTTTATTGCCATTACACCTATTAACACGGTCATTTTTGATAACGTGACTATGACAACAGAGATGTT 

GAAAAACTTTCTTGGATCGTTGACy^TATAATAAACAATTGGAAAAGTTATCGTTGAGAAATGTTTC 

CATTGATGAGTTGGGATGGAAGTATTTGTGTGAATTTTTGGCAACAAATAAAACAGTTAAGAAATT 

GGATATATCACAACAACGTATCAAGCCAGATACCCCAGACACAAGCATTCGTGGTAATATGAACTG 

GGACTTATTTATTCGATCATTAATTTTGCGTGGTGGAATAGAAGAATTGGTTATCAATGGATGTAA 

ACTATCCGATGCAATATTTGAAAAGTTCATCAATCAAGCGGTTAAGAAGTCAACCTATCGATTAGG 

TATTGCTGGTATTGATTTGAAT6TTAAAAAATCAGAAATGGTCA(aLTCGTTC 

TTCTCAATGTGTTGGTGTTGATATTGCTTTTAATGATTTGAGCAAGGGACAATTAC^ 

TAATGCGTTTAACACTGGCAAAGTCAACAATTTAGTGTTTTTTTCATTGAA 

GAACATTGAAGAAACTTCTGACnTGATCAAGTCATTAATTAATGTTAAAACATTACGATTT^ 

TTTl!J^TTCCATACCTAATATCTTCCCGAAAATAATTACCCATTTGGAa^AATA<^ 

TCCTAATCTTCGAAGAATACATTTTGATCTTAATGAATT2^CCGCACAAGCTATTGGGTCATT^ 

GGGGTGTTTACTGAAAATGCCCCy^TTAGTTCATGTCTCGTTATTGGGTAATAGAAATTTGTCAAC 

TACGTCAGCAGCTACATTATACGGAGCAGTTAAACAATCCAAGACCTTGTTTGCTCTTGATTTGGA 

CTACGATTTAATACCTGATCAATTATCACAACGTATTGCCTTTTATTTGATGAGAAACTTGGAATA 

CACTTTGAAGCCATCTCATGGCGGCAATATTGAAAGCAATCCAGAAAAACCAGAGGATTTGATGTA 

TGATGGATCGTTATTAATGGAAACAGCTGAAAAATTATTAGTTGAAATAGAAAAGGGTAAGAAAGA 

GGATATCAAAATGCAAAGAATTATATCCGATTCAGTATTGGAAAGAACAAGATCGATTCGTAAGGA 

TATTCACAAAACCATTGATACATTATTCGAACAAAGAAATTTAGGT2^TTATCATTTGAAGGTAA 

AGAGAATTTAGTTCGATTTTGTTTATTAGATTCGTCTTTAGAAAAATTGGTTGTTATGGTTC 

ACATXX:C7iACGGATTATTATTAACACCAACGACCTCCACGGACGATCTCAGAA6TAGAGCCATGTC 

GCCATCGGTCACTGTTGATACAATCC7VTGAAAGTGCAAATGAGTTGATTACTGCTGGACCAATTTT 

ATCACCACATGTCAATAGGAAAGCAGAACAAAGCTCGTATTTCCCAGTGTTTGCCAATAATGATAA 

TTTGACCCCTCATCAAGTTGTCGTTGAGTCAAATGATGAAGGTAGAGATGTTCCAATAGATAAAAT 

GACAGGACGACCAGTTTTGATTCGATCAATTAGTCAAACTTCTGTGCATGCAAAAGAGCAAGAAAT 

TGAAGAAGGGGAGCTTCATAAATTTGGATTCTTTATTCAACAAAAAGAGAGACAAAAACAACAACA 

ACAACAACAACAACAACAGAACTCACACCACCAGCACCAACCGGCCCAGCTGATCCAACAAGAAAA 

CCAGCTGCCGCTGCCACAACAAGGAAAATATGAAGATTTACCGATATTAAATACATTACCGTCAGG 

ACCAGAGTTGAGAGATGCTATAATGGCAGCTAAGGGAGTAGCAAATGTTACTGAATTAATTGATCG 

AATTAATAATCATCGTGTTAAAATCGATGCACCATCGAO^AAAavCCATCATGAATTC 

AAATTCTGACAAAGTAGTTGAGGATGAAGTTGAAGTTTCTGATAAT6CCTCTATTGATTCTA 

TGGTGACGATTTACATCAACTTGGTGACGGTAAACATAATGGTAATGGTACGGTTGATCCCATGGT 

TAGTGAAGTTTATGACAAGTTGTTAAATGATGCTGAACGAGTCAGACTGAATAGAGATATATAA 

yPLl37C_homolog 1364aa (SEQ ID NO 452) 

OTSNSPPLGSTTNDQRLPQSGVSSIPTWKLPLPNANEDFATGVSNGDVDWLFRGKSKKLGKKJ^^ 
NANKDERKNSHGNIKNSEKTTAKPNETKHESNGEKLEFNVPKSVMPTKHTSSOJPKAPTNGQISNV 
TPSQPSPKQTTSGSTNANDIPPISPKQPEKASKLNKLKIGRSRSSSASTWPSSTTASTTTNPGDP 
KSQPKRRSSSFNFVTPSLTSDLAYDDPALVSQLSNNSNSSNSSSPNVSRSNSKKGGLFSSLSSKFR 
SSSASSKQPQSHSSSTPSTTTTNGGGNSSAAPKSSHHSPKFNPSLVGPVSKHNREAEDLVSLTNTL 
PAGSGIPIKRKPSISGNSIFKDSFLDDASSSPSSSLNSDGGLKFFRRRSSVASTPSTHASTPRVIL 
NKNENRRKVPIEEISEVRLRRVTFSVDKLEHDPQQQIPSRRPKRGNVLIPQDINAPPPRLCLGISV 
NEPNNKDDGKSHmiSKYSDHEIALAEDAQRRAIIEAEKHAQEAHRQAKKIAQEVSGYRSHRFISIK 
EGGSVGNSimJGOTm>EDDDEVEEAVDKKLAiroVSVDGPLHVHEQHFEEEIESKTGEKTISLETIY 
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TRCCHLREILPIPATLKQLian?TAPLEVLKMiOTKPTLID\n:<SFSDFIAITPIimn:FDimi^ 

MLKNFLGSLTYNKQLEKLSLRWSIDELGWKYLCEFIATNKTVKKLDISQQRIKPDTPDTSIRGNM 

NWDLFIRSLILRGGIEELVINGCKLSDAIFEKFINQAVKKSTYRLGIAGIDLNVKKSEMVTSWLTD 

GNSCK^GVDIAFITOLSKGQLRPFINAFNTGKVNNLWFSLNSTNLSNIEETSDLI 

LDLSSIPNIFPKIITHLDKYLPRYPNLRRIHFDLNELTAQAIGSLAGCLSKMPQLVHVSLLGNRNL 

STTSAATLYGAVKQSKTLFALDLDYDLIPDQLSQRIAFYLMRNLEYTLKPSHGGNIESNPEKPEDL 

MYDGSLIJffiTAEKLLVEIEKGKKEDIKMQRIISDSVLERTRSIRKDIHKTIDTLFEQRNLGKLSFE 

GKENLVRFCLLDSSLEKLVVM\^EHANGLLLTPTTSTDDLRSRAMSPSVTVDTIHESANELITAGP 

ILSPHVinUa^QSSYFPWANNDNLTPHQVVVESlsroEGRDWIDraymSRPVLIRSISQTS 

EIEEGELHKFGFFIQQKERQKQQQQQQQQQNSHHQHQPAQSIQQENQSPSPQQGKYEDLPILNTLP 

SGPELRDAIMAAKGVANVTELIDRINNHRVKIDAPSTKHHHEIJIKPNSDKVVEDEVEVSDNASIDS 

TNGDDLHQLGIXSKHNGNGTVDPMVSEVYDKLLNDAERVRSNKDI 

YPL175W_hoinolog 1859bp public: 1. .393/395. .1859, PathoSeq: 
394;CDS: 501.. 1856 (SEQ ID NO 453) 

ACGGAATAATGTTATGCGAACAGAGTAACTGGGATTATCAACAAGCATCAGTCAATTTCAAAAACT 
CGGCri^TTCTTTGCCTAGTGATGCATTTGTACAATAGAATTATAATTAAAAGAAAGGTAGAATAG 
AATTCAATGTAGGTGATATCACTTTCTGAGAGTTCTTATTACGATATATAAAATACATAGCCAAAA 
TTATAATGAAGTAAAAACATGTAACTGTGTAATTTTATTCAAGTCCAAAGGTATTGATTAATATTG 

GGCTAGGAGGAATAAAATCTGAGTAGAGAAC^rTTCGTTTATATCAGTTTT^ 

AAAACAAAACAAAATAACACCACAAACGAATTACACAAGCACATCCTAAACACCACTCTGTTGGAG 

CACCAATCAACCTGAGAAATGCAAACTTGTAATAAAATATGGGATACAATATAGCAATGGTAACAG 

ATTTTTTTTACCCrCAACCTGGAGGAGTAGAGTTTCATGTGTATCATTTATCACAAAAACT 

AACTAGGACACTCAGTGGTTATCATAACTCATAATTATTCATCAAGAAATGGTGTACGAGTATTAA 

CGAATGGTTTGAAAGTGTATTATGTACCACTTTGGGTGATCTATAGAAGCTCAGTTTTCCCAA 

TATTTCTGTGCTTCCCAATATTGAGGAATATCTTCM'ACGAGAAAACATTGAGATTATTCACGGAC 

ATGGTTCCTTCAGCACATTATGCCACGAAGCTATATTACATGGCCGAACAATGGGATTAAAAACAG 

TCTTCACTGATCATTCACTTTTTGGATTTGCCGAGATTGGATCAATTATGGGGAATAAAGCATTAA 

AGTTCACTTTCAGTGATGTTGGCCATGTTATCTGTGTCAGTCACACCTGTAAAGAAAACACGGTTT 

TAAGAGGATCAATAGACCCCATAAAAGTGAGTGTGATACCGAATGCAGTTATTCTGAAAGATTTCA 

AGCCCAAATCGCATTGTGTTAACAAGAACTATACTAAAGAGATCACCATTGTGGTGATCACGAGAT 

TGTTTCCAAATAAAGGAGCCGATCTATTAACGGCTGTTATCCCCAAAATTTGCCAGTTGAAACCAA 

AAGTGAAATTTCTAATTGCTGGTGACGGCCCCAAGTTTTTAGATTTAGAACAAATGAGAGAAAAGT 

ACTTTCTTCAGGAAAGGGTTACATTAGTAGGCGCTATAAAACACGAAGAAGTAAGAGATGTAATGG 

TCa^GGTGACATATACTTACATCCTTCATTAAOVGAGGCGTTTGGTACAGTTATTGTGGAAGCTG 

CATCATGTGGGTTATATGTTGTCACTACAAAAGTTGGAGGCATACCCGAAGTCTTACCAAACGAAA 

TGACAAGCTTTGCTGAACCGGAAGAAAACTCACTTATTGATGCTGCTATAGATGCTATAAATAAAA 

TTGAAAGTAATGAAATCGATACCTOU^AATTTCACGATGCGGTTGCAAAGATGTACAGTTGGAATG 

ATATTGCAAGAAGAACAGAAAATGTTTATAATTCACTTGATTTAGACAAACTAAACGAGTCTTTAC 

TTCACCGATTACAAAGATACTATTGTTGTGGTATAATAGCAGGCAAACTTTATGCTTTATGTGTAA 

TAGTGGATATTTTTATTTTCGTGATACTAGAATGGTTGTATCCCGCTGATCATATCGATAAAGCAA 

CAAAATGGCCACTGGCrATCAAGGAAGAAGACGAGCTGGAAGAAGAAACATTTATTTTTCCGAAC^ 

AAGTAAATTAG 

YPL175W_homolog 452aa (SEQ ID NO 454) 

MGYNIAM\7TDFFYPQPGGVEFHVYHLSQKLIELGHSVVIITHNYSSRNGVRVLTNGLKVYYVPLWV 
lYRSSVFPTVFSCFPILRNIFIRENIEIIHGHGSFSTLCHEAILHGRTMGLKTVFTDHSLFGFAEI 
GSIMGNKALKFTFSDVGHVICVSHTCKENTVLRGSIDPIKVSVIPNAVISKDFKPKSHCVNKNYTK 
EITIWITRLFPNKGADLLTAVIPKICQLKPKVKFLIAGDGPKFLDLEQMREKYFLQERVTLVGAI 
KHEEVRDVMVQGDIYLHPSLTEAFGTVIVEAASCGLYWTTKVGGIPEVLPNEMTSFAEPEENSLI 
DT^DAINKIESNEIDTSKFHDAVAKMYSWNDIARRTENVYNSLDLDKLNESLLHRLQRYYCCGII 
AGKLYALCVIVDIFIFVILEWLYPADHIDKATKWPSAIKEEDESEEETFIFPNKVN 
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YPL218W_homolog 1231bp PathoSeq: 1,.407, public: 408.. 1231; exon 

1: 501.. 518, intron 1: 519.. 676, exon 2: 677-1228 (SEQ ID NO 455) 

GATACAATTCACGACCTCTAATTTCCTTAGTGATAGGTTAATCATGAAATATATAAAATGTCTAGA 

AATAATTGAATAATGATATAAATATAATGTTGTGAAACTTGTGGAAAAATTTGACAGCCTAGTAAC 

TCAAGTGTTGTTAO^CTCTTGTTATTATTATTATTATATCGTTTACAAGTAGATTTC 

ACAGCAAATACTGTC6TTAATAGGAATCAGAG6CAGAAAGAAAGA6AGAGAAAAAAAAAAA66ACA 

CATTTACACGTACACCCTTAACTTGAAGGAAAAAAACAAAACAAGAGAGACAAAGAAA6AGACAAA 

GAAAATACTTTCAACAACGAAAGATTGAGATATO^TGATTTTCACyU^CCAAAAAAAAAGAATAC 

ACAACTTGTAGATTAACAGAATTTGAACATTTCTAGAGTITCTTATATTCCCCCCAAGGTGGACAA 

TTAATAATAACATTTGATTATACAAGAACATTTCAATCATGTGGATTTTTGACTGGTGTATGTAAT 

GATTTATCTTTACCGAATCAATACTTTATTTATGAGTGATTGGTTGGTTGGTTATAATACCACCAC 

TTTATTCTATTAACCAAGTTTGATCTAATTACTGATCTGTATATACTAACCAAATATTTACCTTAT 

CACTTAATTATTTACAGTTCAAGATATATTATCATCATTAGGATTATGGAATAAACATGCCAAATT 

ATTATTTTTAGGGTTAGATAATGCTGGTAAAACTACTCTTTTACATATGTTAAAGAATGATAGATT 

GGCCACTTTACAACCAACATTACATCCAACTTCAGAAGAATTGGCCATTGGATCAGTTAGATTTAC 

TACTTTTGATTTAGGTGGACATCAACAAGCTAGAAGATTATGGAAAGATTATTTCCCTGAA6TCAA 

TGGTATTGTCITTTTAGTCGATGCTGCTGATACCGAAAGATTTGCTGAATCCAAA(^ 

AAGTTTATTTAGAATTGAAGAATTGAGTCAAGTTCCATTTGTTATTTTGGGTAATA^ 

TCCTACTGCAGTAGG6GAAATGGAATTGAAAAATGCCCTTGGATTATATAATACTACrc«TAAAGA 

TACTGGTAAATTGCCTGAAGGTACTAGACCAATTGAAGTGTTTATGGTTTCCGTTGTTATGAGATC 

TGGATATGGTGAAGCCTTCAAATGGTTATCACAATACATTTAA 

YPL218W_homolog 190aa (SEQ ID NO 456) 

MWIFDWQDILSSLGLWNKHAKLLFLGLDNAGKTTLLHMLKNDRLATLQPTLHPTSEEIAIGSVOT 
TTFDLGGHQQARRLWKDYFPEVNGIVFLVDAADTERFAESKAELESLFRIEELSQVPFVILCaiKID 
VPTAVGEMELKNALGLYNTTGKDTGKLPEGTRPIEVFMVSWMRSGYGEAFKWLSQYI 
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SEQUENCE LISTING 



<110> Janssen Phannaceutica N.V. 

<120> Cell death related drug targets in yeast and fungi 

<130> JAN-02-RC/CAND 

<140> 
<141> 

<160> 456 

<170> Patentin Ver. 2.1 

<210> 1 
<211> 704 
<212> DNA 

<213> Saccharoinyces cerevisiae 
<400> 1 

aaaatttggc acttcagagc ttatcgtatc ttctcccgga gttcctcaag acttatactt 60 
cagcccgttt aggaatgcat aaaagcaaat aggattcgtt acaactgctg caggactctt 120 
taggactgca tcaaggtaag cctcgctgca cctaaacgca aaatgtggtt gtaacctttt 180 
taattttttt cttgaacttg ttgagtcgta ataaatcgtt tctgggaagt ggaaggtaat 240 
aatgtaatgg aatcggcgtt actcgcatgt gcagatatca gcgacaaaaa gtgttgtagg 300 
gacgtttcga taccaaaatt tcctaaatac agcgcaggaa catcactacg ctaaacaaat 360 
cgtagcgcat acatctgatc gaaaaaagac agttcccaaa acaatgacat atgaagagac 420 
cagcatcaaa attttcatca ttaacagcat ggctaaaagt tattgtttaa tatacccata 480 
cctgattgac gaaccaagaa atgccttatc* actatttatt tttggcactc ttcacctacc'"540 
tggccacgtc caatgttgtt tcaggaagta cacaagcatg cctgccagtg ggcccgagga 600 
aaaatgggat gaatgtcaac ttttataaat actcattact ggattcaaca acgtattcct 660 
acccgcaata tatgacttct ggatatgcct cgaattggaa ttag 704 



<210> 2 
<211> 67 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 2 

Met Pro Tyr His Tyr Leu Phe Leu Ala Leu Phe Thr Tyr Leu Ala Thr 
15 10 15 

Ser Asn Val Val Ser Gly Ser Thr Gin Ala Cys Leu Pro Val Gly Pro 



Arg Lys Asn Gly Met Asn Val Asn Phe Tyr Lys Tyr Ser Leu Leu Asp 



20 



25 



30 



T 



[Printe<j:17-08;2000) 



Ser Thr Thr Tyr Ser Tyr Pro Gin Tyr Met Thr Ser Gly Tyr Ala Ser 
50 55 60 

Asn Trp Asn 



<210> 3 
<211> 1712 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 3 

agtggctcat gatctgtaaa tgatcggttg accgcagtat tatataataa catccgtata 60 

agtacatata ctaccatgtc tgttctctac attgcttttt attcaagatt attggttttc 120 

ctaaccgccg cgccgcgcag gtaccccgcg catctcttct tctcgaagaa agcggaaaaa 180 

acaaaaaaaa aagtataaat agtggagtct tttcccattt aacatttaga aaaaaattcg 240 

aatggaaatt tcttgccgaa catttaaccg gagacccttg gcggcttttt ctcagtttcg 300 

tgggctagta cattttacct agtatgctgg gaactttttt tccgtattct attctattcc 360 

ttgccttact tttcttatca ttttttatat aaccaatttc aaaaatactt tttaactgtc 420 

atagacgcat tttgtttatt acaaattaaa agaatcaaat ataatatgtg caattaataa 480 

ctccacaagt agcgaaagca atggccgcca ttagagacta caagaccgca ctagatctta 540 

ccaagagcct accaagaccg gatggtttgt cagtgcagga actgatggac tccaagatca 600 

gaggtgggtt ggcttataac gattttttaa tcttaccagg tttagtcgat tttgcgtcct 660 

ctgaagttag cctacagacc aagctaacca ggaiatattac tttaaacatt ccattagtat 720 

cctctccaat ggacactgtg acggaatctg aaatggccac ttttatggct ctgttggatg 780 

gtatcggttt cattcaccat aactgtactc cagaggacca agctgacatg gCcagaagag 840 

tcaagaacta tgaaaatggg tttattaaca accctatagt gatttctcca actacgaccg 900 

ttggtgaagc taagagcatg aaggaaaagt atggatttgc aggcttccct gtcacggcag 960 

atggaaagag aaatgcaaag ttggtgggtg ccatcacctc tcgtgatata caattcgttg 1020 

aggacaactc tttactcgtt caggatgtca tgaccaaaaa ccctgttacc ggcgcacaag 1080 

gtatcacatt atcagaaggt aacgaaattc taaagaaaat caaaaagggt aggctactgg 1140 

ttgttgatga aaagggtaac ttagtttcta tgctttcccg aactgattta atgaaaaatc 1200 

agaagtaccc attagcgtcc aaatctgcca acaccaagca actgttatgg ggtgcttcta 1260 

ttgggactat ggacgctgat aaagsiaagac taagattatt ggtaaaagct ggcttggatg 1320 

tcgtcatatt ggattcctct caaggtaact ctattttcca attgaacatg atcaaatgga 1380 

ttaaagaaac tttcccagat ttggaaatca ttgctggtaa cgttgtcacc aaggaacaag 1440 

ctgccaattt gattgctgcc ggtgcggacg gtttgagaat tggtatggga actggctcta 1500 

tttgtattac ccaaaaagtt atggcttgtg gtaggccaca aggtacagcc gtctacaacg 1560 

tgtgtgaatt tgctaaccaa ttcggtgttc catgtatggc tgatggtggt gttcaaaaac 1620 

attggtcata ttattaccaa agctttggct cttggttctt ctactgttat gatgggtggt 1680 
atgttggccg gtactaccga atcaccaggt ga 1712 



[Printed7l7^ 8-200Qj 



<211> 403 
<212> PRT 

<213> Saccharoiryces cerevisiae 

rill Ala lie ASP Tyrx-ys «>r «a *sp Leu Thr x.ys Ser 
1 5 1" 

t^u pro «a pro ASP Oly L«u Ser Val Gin Glu La„ «et Asp Ser Lys 

20 25 
lie Ara Gly Gly I*u Ala ^ Asn Asp Ph. Leu He I^u Pro Gly Leu 

35 " *' 

«1 ASP Phe Ala ser Ser Glu Val Ser Leu Gin Thr Lys Leu Thr Arg 
50 55 
lie Thr Leu As» He Pro L.U Val Ser Ser Pro «e. Asp Thr Val 

65 

Thr Glu ser Glu Met Ala Thr Phe Met Ala Leu Leu Asp Gly lie Gly 

85 ^° 
Phe He His Bis Asn Cys Thr Pro Glu Asp Gin Ala Asp Met Val Ar, 

100 "5 
^rg val Lys Asn TVr Glu Asn Gly Phe He Asn Asn Pro He Val He 

115 ^20 
ser pro Thr Thr Thr Val Gly Glu Ala Lys Ser Met Lys Glu Lys Tyr 

130 "5 
Gly Phe Ala Gly Phe Pro val Thr Ala Asp Gly Lys Arg Asn Ala Lys 
145 150 

Leu val Gly Ala He Thr Ser Ar, asp He Gin Phe Val Glu Asp Asn 
165 

ser Leu Leu Val Gin asp val Met Thr Lys Asn Pro val Thr Gly Ala 



Gin Gly He Thr Leu Ser Glu Gly Asn Glu He Leu Lys Lys He Lys 
155 200 

Lys Gly Arg Leu Leu val Val Asp Glu Lys Gly As„ Leu Val Ser Met 

210 215 
Leu ser Ar= Thr Asp Leu Met Lys Asn Gin Lys Tyr Pro Leu Ala Ser 
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225 230 



|EP99876141.1 1 
235 



240 



Lys Ser Ala Asn Thr Lys Gin Leu Leu Trp Gly Ala Ser lie Gly Thr 
245 250 255 

Met Asp Ala Asp Lys Glu Arg Leu Arg Leu Leu Val Lys Ala Gly Leu 
260 265 270 

Asp Val Val lie Leu Asp Ser Ser Gin Gly Asn Ser lie Phe Gin Leu 
275 280 285 

Asn Met He Lys Trp He Lys Glu Thr Phe Pro Asp Leu Glu He He 

290 295 300 

Ala Gly Asn Val Val Thr Lys Glu Gin Ala Ala Asn Leu He Ala Ala 
305 310 315 320 

Gly Ala Asp Gly Leu Arg He Gly Met Gly Thr Gly Ser He Cys He 
325 330 335 

Thr Gin Lys Val Met Ala Cys Gly Arg Pro Gin Gly Thr Ala Val Tyr 
340 345 350 

Asn Val Cys Glu Phe Ala Asn Gin Phe Gly Val Pro Cys Met Ala Asp 
355 360 365 

Gly Gly Val Gin Lys His Trp Ser Tyr Tyr Tyr Gin Ser Phe Gly Ser 
370 375 380 

Trp Phe Phe Tyr Cys Tyr Asp Gly Trp Tyr Val Gly Arg Tyr Tyr Arg 
385 390 395 400 

He Thr Arg 



<210> 5 
<211> 812 
<212> DMA 

<213> Saccharomyces cerevisiae 
<400> 5 

gggagaagct tatcttactg tagaagaaaa 
atccgttatc ttccccatca tcatcgtata 
agcatcgatc gcaaaaaaac gtgagcttca 
atctttccag ttccttccag attatttcta 
atttaatgaa caaagttgtt eiatgtcgttg 



tgggattgcg ttactccata tatattgaaa 60 
aatcaataaa cgacccgtta ttccactctc 120 
tcacctacgg ttgtagacat tgcaagacac 180 
gagattatag gggtaggacc ggaactgctt 240 
aaggaaaggt cgagcaacga agaatgttga 300 
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ctggcgacta cttagtctgt gatattcttt 
aatacttgca gagcagcaat gatgatcagc 
tgaaaaacat ttgtaaatgt acttgatgtc 
cttttagtgc tttttagcgt atgattcttt 
tgattgggta tatttctatt cgtgtttcat 
ggtccagttg ttttcaagta gcctttattt 
atactttttt ttattcaaag aaaattaaac 
ttttttctta cagggccatt gacttatgcc 
ttttcaataa tgtcgtgttt cccatgttgt 



gtcattggtg caagaggaac gtaggttgga 360 
agtataagga aggaaagttt atcttagagc 420 
ttcctttgtc tgctatctag cacctctcgt 480 
ttaagaatct ggtctttctt ccttctattt 540 
tactggtctg ggttaattgg gttttggttt 600 
tttcattgtg gtattttatc ttatcgattt 660 
agataatctc ttatgagcct agctactttg 720 
ctgaacgagt cttactttac tttttttgta 780 
aa 812 



<210> 6 
<211> 103 
<212> PRT 

<213> Saccharontyces cerevisiae 
<400> 6 

Met lie Leu Phe Lys Asn Leu Val Phe Leu Pro Ser lie Leu lie Gly 
1 5 10 15 

Tyr He Ser He Arg Val Ser Leu Leu Val Trp Val Asn Trp Val Leu 
20 25 30 

Val Trp Ser Ser Cys Phe Gin Val Ala Phe He Phe Ser Leu Trp Tyr 
35 40 45 

Phe He Leu Ser He Tyr Thr Phe Phe Tyr Ser Lys Lys He Lys Gin 
50 55 60 

He He Ser Tyr Glu Pro Ser Tyr Phe Val Phe Ser Tyr Arg Ala He 
65 70 75 80 

Asp Leu Cys Pro Glu Arg Val Leu Leu Tyr Phe Phe Cys He Phe Asn 
85 90 95 

Asn Val Val Phe Pro Met Leu 
100 



<210> 7 
<211> 2507 
<212> DMA 

<213> Saccharontyces cerevisiae 
<400> 7 

gggaaatatc aattcccgta tttcaatgtt agtaatttgc cttcgtaaat tacggaatca 60 
catagctttc attttgttcc tttgatatat ttccctacta catactcttt tcaataactc 120 



[ Printed: 1 7-08-2000 j 
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tacagggtct gacattttta actttcaggt taatgatggt gttcttacta tattctcgag 180 
tcgtacagaa gttagttcag ataaactgct tcggtgctgc ccacttctta tcattacttc 240 
aactttacct tccctatacc tgtgtgtcct tattaattca agttaatccg aggtaataga 300 
ttagggtaac cttcaatgat gtcacgaaac acggatgctg caactttgcg attttttcct 360 
ggaaaagaat aacaattaaa ggcagccttt cagctgagat taccagcagg tctttggaga 420 
ttagcgcaag aagaagtgtg atatagtact catagaggca ggctacagac tagggaaagc 480 
gtgttcaaca acaataagaa atggagacca gttcttttga gaatgctcct cctgcagcca 540 
tcaatgatgc tcaggataat aatataaata cggagactaa tgaccaggaa acaaatcagc 600 
aatctatcga aactagagat gcaattgaca aagaaaacgg tgtgcaaacg gaaactggtg 660 
agaactctgc aaaaaatgcc gaacaaaacg tttcttctac aaatttgaat aatgccccca 720 
ccaatggtgc tttggacgat gatgttatcc caaatgctat tgttattaaa aacattccgt 780 
ttgctattaa aaaagagcaa ttgttagaca ttattgaaga aatggatctt ccccttcctt 840 
atgccttcaa ttaccacttt gataacggta ttttcagagg actagccttt gcgaatttca 900 
ccactcctga agaaactact caagtgataa cttctttgaa tggaaaggaa atcagcggga 960 
ggaaat:tgaa agtggaatat aaaaaaatgc ttccccaagc tgaaagagaa agaatcgaga 1020 
gggagaagag agagaaaaga ggacaattag aagaacaaca cagatcgtca tctaatcttt 1080 
ctttggattc tttatctaaa atgagtggaa gcggaaacaa taatacttct aacaatcaat 1140 
tattctcgac tctaatgaac ggcattaatg ctaatagcat gatgaacagt ccaatgaata 1200 
ataccattaa caataacagt tctaataaca acaatagtgg taacatcatt ctgaaccaac 1260 
cttcactttc tgcccaacat acttcttcat cgttgtacca aacaaacgtt aataatcaag 1320 
cccagatgtc cactgagaga ttttatgcgc ctttaccatc aacttccact ttgcctctcc 1380 
caccccaaca actggacttc aatgaccctg acactttgga aatttattcc caattattgt 1440 
tatttaagga tagagaaaag tattattacg agttggctta tcccatgggt atatccgctt 1500 
cccacaagag aattatcaat gttttgtgct cgtacttagg gctagtagaa gtatatgatc 1560 
caagatttat tattatcaga agaaagattc tggatcatgc taatttacaa tctcatttgc 1620 
aacaacaagg tcaaatgaca tctgctcatc ctttgcagcc aaactccact ggcggctcca 1680 
tgaataggtc acaatcttat acaagtttgt tacaggccca tgcagcagct gcagcgaata 1740 
gtattagcaa tcaggccgtt aacaattctt ccaacagcaa tactattaac agtaataacg 1800 
gtaacggtaa caatgtcatc attaataaca atagcgccag ctcaacacca aaaatttctt 1860 
cacagggaca attctccatg caaccaacac taacctcacc taaaatgaac atacaccata 1920 
gttctcaata caattccgca gaccaaccgc aacaacctca accacaaaca cagcaaaatg 1980 
ttcagtcagc tgcgcaacaa caacaatctt ttttaagaca acaagctact ttaacaccat 2040 
cctcaagaat tccatccggt tattctgcca accattatca aatcaattcc gttaatccct 2100 
tactgagaaa ttctcaaatt tcacctccaa attcacaaat cccaatcaac agccaaaccc 2160 
tatcccaagc gcaaccacca gcacagtccc aaactcaaca acgggtacca gtggcatacc 2220 
aaaatgcttc attgtcttcc cagcagttgt acaaccttaa cggcccatct tcagcaaact 2280 
cacagtccca actgcttcca cagcacacaa atggctcagt acattctaat: ttctcatatc 2340 
agtcttatca cgatgagtcc atgttgtccg cacacaattt gaatagtgcc gacttgatct 2400 
ataaatcttt gagtcactct ggactagatg atggcttgga acagggcttg aatcgttctt 2460 
taagcggact ggatttacaa aaccaaaaca agaagaatct atggtaa 2507 



<210> 8 
<211> 668 
<212> PRT 

<213> Saccharoinyces cerevisiae 
<400> 8 



6 
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i 



Glu Thr Ser Ser Phe Glu Asn Ala Pro Pro Ala Ala He Asn Asp 



Met ' 



1 5 

Ala Gin ASP Asn Asn He Asn Thr Glu Thr Asn Asp Gin Glu Thr Asn 
20 25 30 

Gin Gin Ser He Glu Thr Arg Asp Ala He Asp Lys Glu Asn Gly Val 
35 40 

Gin Thr Glu Thr Gly Glu Asn Ser Ala Lys Asn Ala Glu Gin Asn Val 
50 55 60 

Leu Asn Asn Ala Pro Thr Asn Gly Ala Leu Asp Asp 



75 - 80 



Ser Ser Thr Asn 
65 70 

ASP val He Pro Asn Ala He Val He Lys Asn He Pro Phe Ala He 

85 90 
T.^s L^.^ Glu Gin Leu Leu Asp He He Glu Glu Met Asp Leu Pro Leu 



100 



105 



Pro Tyr 



Ala Phe Ala Asn 
130 



Ala Phe Asn Tyr His Phe Asp Asn Gly He Phe Arg Gly Leu 
H5 120 125 

Phe Thr Thr Pro Glu Glu Thr Thr Gin Val He Thr 



135 140 



ser Leu Asn Gly Lys Glu He Ser Gly Arg Lys Leu Lys Val Glu Tyr 
145 150 160 

Lys Lys Met Leu Pro Gin Ala Glu Arg Glu Arg He Glu Arg Glu Lys 
165 170 175 

Arg Glu Lys Arg Gly Gin Leu Glu Glu Gin His Arg Ser Ser Ser Asn 
180 185 150 

Leu Ser Leu Asp Ser Leu Ser Lys Met Ser Gly Ser Gly Asn Asn Asn 
195 200 205 

Thr ser Asn Asn Gin Leu Phe Ser Thr Leu Met Asn Gly He Asn Ala 
210 215 220 

Asn ser Met Met Asn Ser Pro Met Asn Asn Thr He Asn Asn Asn Ser 
225 230 235 

ser Asn Asn Asn Asn Ser Gly Asn He He Leu Asn Gin Pro Ser Leu 
245 250 255 
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Ser Ala Gin His Thr Ser Ser Ser Leu Tyr Gin Thr Asn Val Asn Asn 
260 265 270 



Gin Ala Gin Met Ser Thr 61u Arg Phe Tyr Ala Pro Leu Pro Ser Thr 
275 280 285 



Ser Thr Leu Pro Leu Pro Pro Gin Gin Leu Asp Phe Asn Asp Pro Asp 
290 295 300 



Thr Leu Glu lie Tyr Ser Gin Leu Leu Leu Phe Lys Asp Arg Glu Lys 
305 310 315 320 



Tyr Tyr Tyr Glu Leu Ala Tyr Pro Met Gly lie Ser Ala Ser His Lys 
325 330 335 



Arg lie lie Asn Val Leu Cys Ser Tyr Leu Gly Leu Val Glu Val Tyr 
340 345 350 



Asp Pro Arg Phe lie lie He Arg Arg Lys lie Leu Asp His Ala Asn 
355 360 365 



Leu Gin Ser His Leu Gin Gin Gin Gly Gin Met Thr Ser Ala His Pro 
370 375 380 



Leu Gin Pro Asn Ser Thr Gly Gly Ser Met Asn Arg Ser Gin Ser Tyr 
385 390 395 400 



Thr Ser Leu Leu Gin Ala His Ala Ala Ala Ala Ala Asn Ser He Ser 
405 410 415 



Asn Gin Ala Val Asn Asn Ser Ser Asn Ser Asn Thr He Asn Ser Asn 
420 425 430 



Asn Gly Asn Gly Asn Asn Val He He Asn Asn Asn ser Ala Ser Ser 
435 440 445 



Thr Pro Lys He Ser Ser Gin Gly Gin Phe Ser Met Gin Pro Thr Leu 
450 455 460 



Thr Ser Pro Lys Met Asn He His His Ser Ser Gin Tyr Asn Ser Ala 
465 470 475 480 



Asp Gin Pro Gin Gin Pro Gin Pro Gin Thr Gin Gin Asn Val Gin Ser 
485 490 495 



Ala Ala Gin Gin Gin Gin Ser Phe Leu Arg Gin Gin Ala Thr Leu Thr 
500 505 510 



i 
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Pro Ser Ser Arg lie Pro Ser Gly Tyr Ser Ala Asn His Tyr Gin He 
515 520 525 

Asn Ser Val Asn Pro Leu Leu Arg Asn Ser Gin He Ser Pro Pro Asn 
530 535 540 

Ser Gin He Pro He Asn Ser Gin Thr Leu Ser Gin Ala Gin Pro Pro 
545 550 555 560 

Ala Gin Ser Gin Thr Gin Gin Arg Val Pro Val Ala Tyr Gin Asn Ala 
565 570 575 

Ser Leu Ser Ser Gin Gin Leu Tyr Asn Leu Asn Gly Pro Ser Ser Ala 
580 585 590 

Asn Ser Gin Ser Gin Leu Leu Pro Gin His Thr Asn Gly Ser Val His 
595 600 605 

Ser Asn Phe Ser Tyr Gin Ser Tyr His Asp Glu Ser Met Leu Ser Ala 
610 615 620 

His Asn Leu Asn Ser Ala Asp Leu He Tyr Lys Ser Leu Ser His Ser 
625 630 635 640 

Gly Leu Asp Asp Gly Leu Glu Gin Gly Leu Asn Arg Ser Leu Ser Gly 
645 650 655 

Leu Asp Leu Gin Asn Gin Asn Lys Lys Asn Leu Trp 
660 665 



<210> 9 
<211> 3674 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 9 

atcccaagaa gaagattaga ctgattttta cctacccttc caccgtcgga agaaacactt 60 
ctgaagtgtt aagggtaatc gacgccttgc aattgactga caaggagggc gtagtaactc 120 
caattaattg gcagccagct gacgatgtca ttattcctcc ctctgtctcc aatgatgagg 180 
cgaaggctaa atttggtcaa tttaatgaaa ttaaacccta tttaagattc accaagtcga 240 
aataagcttt gaaataaacg actttactat atacaggtat atgaagtatc tctaactaaa 300 
acttttatct atctttcatt cttattatat ctcatctcgt acgaagggcc gctcattgga 360 
tcatttttct ttacataccg taaaggaatg gcgttaaaaa tatatatatg aaaatgcatg 420 
taataaactc tctgcagaaa ccttaatgtc aaaggtcccg tatacagatt atattggctc 480 
tgcgtatacg cattctcgtc atggtgaagg ataatcgaga ttctgaccaa gaccaagatt 540 
ttagttctgc tcacatgaaa agacaaccgg agcagcaaca gttgcaacag caccagttcc 600 

- 9 — — _ 
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caagtaagaa acaacgaata tctcaccatg 
ttacctcatg tacacattgt agacagcaca 
ctcatccttg ctccagatgc gaaaaaattg 
ggcctaagaa gggctcacag ttgcaactac 
aactcgatac tcttctggcc aatgacagcg 
tgggcaatag ccttttgaat aagctcaatc 
tccctaaccc agattcttct ccttcctcag 
attctaaggt ttcagttcaa acttatttgt 
agggcagcaa tacgaataaa tttaaagcaa 
gcgcatcttc tttagcgcaa gattcgaaag 
ccccgctgct aaatgactca gcattgccta 
tgcaaatggc tttttataag aacaactctg 
caattcaaaa aacatattcc cctcatacta 
aaccaccatt tgcagcaaca agccacgtag 
cgccggtagt agccaccacc acgactatgc 
atgagtttgt actgggcgat attagtattt 
ttttcgtgac taggtatctg ccgtattttc 
tatactccca atctcagttg cttttctgga 
ctgaaccgac gatgtattgc aagctaagct 
gctggataag aacacctaga tccacacata 
ggcctttgcc taaccaaaaa gtcctagatg 
agtcactgtc ttatcaatta ggtttgcaca 
ctcaaacatc aatgccaaat gcagaaaagt 
ttgccgaact ttgttgggcg agtatccttg 
tattagaaaa agccttatcc tgtggtgacg 
ttgacaataa caacaatgat aaaaggaaca 
acaaactacc gggcagtttt agaagattgc 
ctcatatcat tggttcttcc acttccagtc 
ctgagacact gtccatcttg ggaaaagagt 
agagtgacga tactgtcaac atttattttc 
cattcctacc cgaaacacct cctaccgatc 
cagctactaa aattgtcact ctattgaata 
tgcctattta tattagacaa gctgctacat 
tgactccttt acttcctgac aaatattttg 
atagacttta tagaaatcag ttaactgcgt 
gaactgcaag tatgttagaa aaactgaact 
tggaagaaga cggtattatt tctaggatga 
atttggtttg gtgtgttcac gaggcgagaa 
aagccttaga gaaagccgct aagaaaagaa 
cttcgtctac gggtggcata acggacagaa 
tctccagaga tgactttgaa actgtaacaa 
ctttagttcc tactaagaat gccttaaagc 
gagattctga cggttctata atggagatta 
caggcagcgt aaaatttcaa agtttattcg 
ataataggac gttattggat gcgtctaatg 
cagtggcttc tgtccccgct tcgaataaca 
gtaacggacc tagtgtaatt cctgatctct 
atcattttcc tgcgtccgtt ccagggttaa 



atgacagtca tcaaatcaac catagaccag 660 
aaatcaaatg cgatgctagt caaaatttcc 720 
gtctccactg tgaaatcaat cctcaattca 780 
tgagacaaga tgtggatgaa atcaaatcta 840 
ttttcgttca tcttttacaa cagattccca 900 
tgcatccaac tccaactccg ggtactatta 960 
gttctccaac ttcttccgcg gctcaacgag 1020 
ccagggaacc ccaactctta caagcaaatc 1080 
ataatgaagc atcttctcac atgacgttgc 1140 
gcttggttgc aacagagcca aataagctgc 1200 
ataattcaaa agaatcttta cctcctgctt 1260 
caggtaacac tccgaacggc cccttctctc 1320 
cgtcgaccac cgttacaacg acaacaaatc 1380 
caacaaataa caatgcagat aggacgaaga 1440 
cattattgcc ttcgccgcat gcaaatgtag 1500 
ccattgaaaa agcgaataga ttacaccata 1560 
ctattatgta ttccaataac gccaccgaat 1620 
ccgtgatgtt gacggcatgt ctgtctgatc 1680 
ctttgatcaa gcaacttgcc atagagacct 1740 
tttcgcaagc tttgttaata ttgtgcattt 1800 
attgttctta ccgttttgta ggattagcaa 1860 
gaggtgaatt catttctgaa ttcacaagaa 1920 
ggagaactag gacttggctg ggaatatttt 1980 
gtttgccacc aacttcacag acagactatt 2040 
aagaatcaga agaagataac aatgacagta 2100 
agaaagacga gccgcacgtt gaaagtaaat 2160 
tcagcctggc gaatttccaa gcaaaattgt 2220 
ctgatggttt attggaacca aagtatcgtg 2280 
tagatttatt agcaaaaact ttaaatttcc 2340 
tttatgttaa attaactgtc tgttgttttg 2400 
aaattccata tgtcacagag gcctatctaa 2460 
atcttttaga aacacaccaa ttaattgaac 2520 
tttctgcact gattctcttt aaattgcagt 2580 
attcagcaag gcaatccgtg gtcactatcc 2640 
gggccactag tgttgagaat gatatttcga 2700 
tcgtactgat catgcatcca gaagtttttg 2760 
gatcacattt aacagggtct ctattctatg 2820 
gaagggaaat ggatcccgaa tataacaagc 2880 
aattttcctc aaatggtatc tacaatggca 2940 
aactatatcc attgccacta tataaccata 3000 
aaacaacacc aagtggaacc actgttacca 3060 
aggcagaaaa gctagccaag acaaataacg 3120 
acgggatacc tctttccatg ctcggggaaa 3180 
ctaatacctc gaatagtaac gattataata 3240 
acatatcaat tccctctaat tcaatttatc 3300 
atccacaaag tactaaggta gactattata 3360 
ccatgaaaag atcagtaagc actcccgtta 3420 
ggaaccaccc cgttggcaac ttatctaata 3480 



10 
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atgttacatt gggaatagac caccctattc caagggagca cagtaattta caaaatgtca 3540 
ccatgaatta taataatcaa ttcagcaacg ccaacgcgat tggaagatca caaagtagta 3600 
tgtcccattc acgtacacct ttgtttcggt caatatatga cagttggatt ccgcgtccga 3660 
ccccggtcct ctaa 3674 



<210> 10 
<211> 1057 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 10 

Met Val Lys Asp Asn Arg Asp Ser Asp Gin Asp Gin Asp Phe Ser Ser 
15 10 15 

Ala His Met Lys Arg Gin Pro Glu Gin Gin Gin Leu Gin Gin His Gin 
20 25 30 

Phe Pro Ser Lys Lys Gin Arg lie Ser His His Asp Asp Ser His Gin 
35 40 45 

lie Asn His Arg Pro Val Thr Ser Cys Thr His Cys Arg Gin His Lys 
50 55 60 

lie Lys Cys Asp Ala Ser Gin Asn Phe Pro His Pro Cys Ser Arg Cys 
65 70 75 80 

Glu Lys lie Gly Leu His Cys Glu lie Asn Pro Gin Phe Arg Pro Lys 
85 90 95 

Lys Gly Ser Gin Leu Gin Leu Leu Arg Gin Asp Val Asp Glu He Lys 
100 105 110 

Ser Lys Leu Asp Thr Leu Leu Ala Asn Asp Ser Val Phe Val His Leu 
115 120 125 

Leu Gin Gin He Pro Met Gly Asn Ser Leu Leu Asn Lys Leu Asn Leu 
130 135 140 

His Pro Thr Pro Thr Pro Gly Thr He He Pro Asn Pro Asp Ser Ser 
145 150 155 160 

Pro Ser Ser Gly Ser Pro Thr Ser Ser Ala Ala Gin Arg Asp Ser Lys 
165 170 175 

Val Ser Val Gin Thr Tyr Leu Ser Arg Glu Pro Gin Leu Leu Gin Ala 
180 185 190 
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Asn Gin Gly Ser Asn Thr Asn Lys Phe Lys Ala Asn Asn Glu Ala Ser 
195 200 205 

Ser His Met Thr Leu Arg Ala Ser Ser Leu Ala Gin Asp Ser Lys Gly 
210 215 220 

Leu Val Ala Thr Glu Pro Asn Lys Leu Pro Pro Leu Leu Asn Asp Ser 
225 230 235 240 

Ala Leu Pro Asn Asn Ser Lys Glu Ser Leu Pro Pro Ala Leu Gin Met 
245 250 255 

Ala Phe Tyr Lys Asn Asn Ser Ala Gly Asn Thr Pro Asn Gly Pro Phe 
260 265 270 

Ser Pro He Gin Lys Thr Tyr Ser Pro His Thr Thr Ser Thr Thr Val 
275 280 285 

Thr Thr Thr Thr Asn Gin Pro Pro Phe Ala Ala Thr Ser His Val Ala 
290 295 300 

Thr Asn Asn Asn Ala Asp Arg Thr Lys Thr Pro Val Val Ala Thr Thr 
305 310 315 320 

Thr Thr Met Pro Leu Leu Pro Ser Pro His Ala Asn Val Asp Glu Phe 
325 330 335 

Val Leu Gly Asp lie Ser He Ser He Glu Lys Ala Asn Arg Leu His 

340 345 350 

His He Phe Val Thr Arg Tyr Leu Pro Tyr Phe Pro lie Met Tyr Ser 
355 360 365 

Asn Asn Ala Thr Glu Leu Tyr Ser Gin Ser Gin Leu Leu Phe Trp Thr 
370 375 380 

Val Met Leu Thr Ala Cys Leu Ser Asp Pro Glu Pro Thr Met Tyr Cys 
385 390 395 400 

Lys Leu Ser Ser Leu He Lys Gin Leu Ala He Glu Thr Cys Trp He 
405 410 415 

Arg Thr Pro Arg Ser Thr His He Ser Gin Ala Leu Leu He Leu Cys 
420 425 430 

He Trp Pro Leu Pro Asn Gin Lys Val Leu Asp Asp Cys Ser Tyr Arg 
435 440 445 
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Phe Val Gly Leu Ala Lys Ser Leu Ser Tyr Gin Leu Gly Leu His Arg 
450 455 

Gly Glu Phe lie Ser Glu Phe Thr Arg Thr Gin Thr Ser Met Pro Asn 
465 470 475 480 

Ala Glu Lys Trp Arg Thr Arg Thr Trp Leu Gly He Phe Phe Ala Glu 



Leu Cys Trp Ala Ser He Leu Gly Leu Pro Pro Thr Ser Gin ■nir Asp 
500 505 510 

Tyr Leu Leu Glu Lys Ala Leu Ser Cys Gly Asp Glu Glu Ser Glu Glu 
515 520 525 

ASP Asn Asn Asp Ser He Asp Asn Asn Asn Asn Asp Lys Arg Asn Lys 
530 535 540 

Lvs Aso Glu pro His Val Glu Ser Lys Tyr Lys Leu Pro Gly Ser Phe 
5-45 ' 550 555 

Arg Arg Leu Leu Ser Leu Ala Asn Phe Gin Ala Lys Leu Ser His He 
565 570 575 

He Gly Ser Ser Thr Ser Ser Pro Asp Gly Leu Leu Glu Pro Lys Tyr 



Arg Ala Glu Thr Leu Ser 



He Leu Gly Lys Glu Leu Asp Leu Leu Ala 



595 600 ^""^ 

Lys Thr Leu Asn Phe Gin Ser Asp Asp Thr Val Asn He Tyr Phe Leu 



Tyr val Lys Leu Thr Val Cys Cys Phe Ala Phe Leu Pro Glu Thr Pro 
625 630 635 640 

pro Thr ASP Gin He Pro Tyr Val Thr Glu Ala Tyr Leu Thr Ala Thr 



Lys He val Thr Leu Leu Asn Asn Leu Leu Glu Thr His Gin Leu He 
660 665 670 

Glu Leu pro He Tyr He Arg Gin Ala Ala Thr Phe Ser Ala Leu He 
675 680 685 

Leu Phe Lys Leu Gin Leu Thr Pro Leu Leu Pro Asp Lys Tyr Phe Asp 
690 695 700 
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Ser Ala Arg Gin Ser Val Val Thr He His Arg Leu Tyr Arg Asn Gin 
705 710 715 720 

Leu Thr Ala Trp Ala Thr Ser Val Glu Asn Asp He Ser Arg Thr Ala 
725 730 735 

Ser Met Leu Glu Lys Leu Asn Phe Val Leu He Met His Pro Glu Val 
740 745 750 

Phe Val Glu Glu Asp Gly He He Ser Arg Met Arg Ser His Leu Thr 
755 760 765 

Gly Ser Leu Phe Tyr Asp Leu Val Trp Cys Val His Glu Ala Arg Arg 
770 775 780 

Arg Glu Met Asp Pro Glu Tyr Asn Lys Gin Ala Leu Glu Lys Ala Ala 
785 790 795 800 

Lys Lys Arg Lys Phe Ser Ser Asn Gly He Tyr Asn Gly Thr Ser Ser 
805 810 815 

Thr Gly Gly He Thr Asp Arg Lys Leu Tyr Pro Leu Pro Leu Tyr Asn 
820 825 830 

His He Ser Arg Asp Asp Phe Glu Thr Val Thr Lys Thr Thr Pro Ser 
835 840 845 

Gly Thr Thr Val Thr Thr Leu Val Pro Thr Lys Asn Ala Leu Lys Gin 
850 855 860 

Ala Glu Lys Leu Ala Lys Thr Asn Asn Gly Asp Ser Asp Gly Ser He 
865 870 875 880 

Met Glu He Asn Gly He Pro Leu Ser Met Leu Gly Glu Thr Gly Ser 
885 890 895 

Val Lys Phe Gin Ser Leu Phe Ala Asn Thr Ser Asn Ser Asn Asp Tyr 
900 905 910 

Asn Asn Asn Arg Thr Leu Leu Asp Ala Ser Asn Asp He Ser He Pro 
915 920 925 

Ser Asn Ser He Tyr Pro Val Ala Ser Val Pro Ala Ser Asn Asn Asn 
930 935 940 

Pro Gin Ser Thr Lys Val Asp Tyr Tyr Ser Asn Gly Pro Ser Val He 
945 950 955 960 
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Pro Asp Leu Ser Met Lys Arg Ser Val Ser Thr Pro Val Asn His Phe 
965 970 975 

Pro Ala Ser Val Pro Gly Leu Arg Asn His Pro Val Gly Asn Leu Ser 
980 985 990 

Asn Asn Val Thr Leu Gly lie Asp His Pro He Pro Arg Glu His Ser 
995 1000 1005 

Asn Leu Gin Asn Val Thr Met Asn Tyr Asn Asn Gin Phe Ser Asn Ala 
1010 1015 1020 

Asn Ala He Gly Arg Ser Gin Ser Ser Met Ser His Ser Arg Thr Pro 
1025 1030 1035 1040 

Leu Phe Arg Ser He Tyr Asp Ser Trp He Pro Arg Pro Thr Pro Val 
1045 1050 1055 

Leu 



<210> 11 
<211> 854 
.<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 11 

tagtggagta cgaattagtt aaagatacta 
ttgatatgtt aagcaagacc tgtagatccg 
acccaattgg tgatgaagaa caatctatta 
aattatgaaa acaactcata taaatacgta 
tgtatatgtg taagtttacg tttaagttag 
aatgttgtat aatacccgtg aaatcatagc 
attttcggcg gcggcaaaaa tatttggtat 
aaaggttgag gaggggattg ataagagaat 
taaaaataat tactagagac atgaagtcta 
ggaaggcgga gtcggagagg attgctgaca 
aaaaagctga aaagtcagat attccagaga 
accttaccgt agggcaattt gtttatgtta 
aggccatctt catttttgtc aatgatactt 
tatatcaaga acacaaggat aaggacgggt 
catttggcag gtag 



tcgactttga 


agccattgtc 


aaagaacatt 


60 


acattgccaa 


atatgacggc 


tcaaagacag 


120 


atgacaccat 


tttcaaatta 


aaagtgttca 


180 


caaatttttc 


tctactcgaa 


gtgatataga 


240 


agtcatgtaa 


tgctaactgt 


ctccaccgat 


300 


acatgatata 


tcatcacccg 


gaggccggtt 


360 


aattatggaa 


atacaaaaag 


gggaaccatt 


420 


ctaataattg 


taaagttgag 


aaaatcataa 


480 


catttaagtc 


tgaatatcca 


tttgaaaaaa 


540 


ggttcaagaa 


taggatacct 


gtgatttgcg 


600 


ttgataagcg 


taaatatcta 


gttcctgctg 


660 


taagaaagag 


aattatgcta 


ccccctgaga 


720 


tgccacctac 


tgcggcgttg 


atgtctgcca 


780 


ttttgtatgt 


cacttactca 


ggagaaaata 


840 








854 



<210> 12 
<211> 117 
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<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 12 

Met Lys Ser Thr Phe Lys Ser Glu Tyr Pro Phe Glu Lys Arg Lys Ala 
15 10 15 

Glu Ser Glu Arg He Ala Asp Arg Phe Lys Asn Arg He Pro Val He 
20 25 30 

Cys Glu Lys Ala Glu Lys Ser Asp He Pro Glu He Asp Lys Arg Lys 
35 40 45 

Tyr Leu Val Pro Ala Asp Leu Thr Val Gly Gin Phe Val Tyr Val He 
50 55 60 

Arg Lys Arg He Met Leu Pro Pro Glu Lys Ala He Phe He Phe Val 
65 70 75 80 

Asn Asp Thr Leu Pro Pro Thr Ala Ala Leu Met Ser Ala He Tyr Gin 

85 90 95 

Glu His Lys Asp Lys Asp Gly Phe Leu Tyr Val Thr Tyr Ser Gly Glu 
100 105 110 

Asn Thr Phe Gly Arg 
115 



<210> 13 
<211> 1145 
<212> DNA 

<213> Saccharorayces cerevisiae 
<400> 13 

gcagcagcaa ctccgtgtgt acccctaact 
caaggtgcat tgttggatcg gaatagtaac 
aagtgctttt tcaagcattg cttgatttct 
atgcgtccaa aaatataggg tgctcgtaac 
acacaaaatt aagtaatatg cgagttttag 
gtggtatttc ataacaacgg ttctttttca 
ccattagtta gagatctgtt tttaatccat 
aaaaccaccg ataaagatat atcagatctc 
aacaaactaa acaaattaac atgtcattta 
tcaacaacga agttgatgcc tttaacagat 
caccaagacg tcagttagca aacacacccg 
gaccaaataa ctatgctggc gctctttatg 



ccgtgtgtac ccctaaagaa ccttgcctgt 60 
cgtctttaca tgaacatcca caaccaacga 120 
agaaagatcg atggttattc cctccccctt 180 
agtaaggtat tcgcacttag cgtgctcgca 240 
atgtccttgc ggatctatgc acgttcttga 300 
cccttattcc taaacatata aataggacct 360 
tcacctttca ttctactctc ttatactaat 420 
tattaaaaca ggtatccaaa aaagcaaaca 480 
acagtccatt ttttgatttc tttgacaaca 540 
tgctgggtga aggcggctta agaggctacg 600 
caaaggattc tactggcaag gaagttgcta 660 
atcccagaga tgaaacctta gatgattggt 720 
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tcgacaatga cttgtccctg ttcccatctg 
cagttgatat tttggaccat gacaacaact 
aaagcaagaa ggacattgat attgagtacc 
gtgaaattcc atctaccttg aatgaagaga 
gctctggtaa gttcaagaga gtcatcactt 
acattaaagc agactacgca aatggtgttt 
agaaggatgg taagaaccac gtcaagaaga 
actaa 



gtttcggttt ccctagaagt gtcgcagttc 780 

acgagttgaa agtcgtggtt cctggtgtca 840 

atcaaaacaa gaaccaaatt ttggtttctg 900 

gtaaagacaa ggtcaaggtc aaggagagca 960 

tgccagacta cccaggtgtg gatgcagaca 1020 

tgacattaac agttccaaaa ttgaagcctc 1080 

ttgaggtttc ttctcaagaa tcgtggggta 1140 
1145 



<210> 14 
<211> 214 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 14 

Met Ser Phe Asn Ser Pro Phe Phe Asp Phe Phe Asp Asn. lie Asn Asn 
15 10 15 

Glu Val Asp Ala Phe Asn Arg Leu Leu Gly Glu Gly Gly Leu Arg Gly 
20 25 30 

Tyr Ala Pro Arg Arg Gin Leu Ala Asn Thr Pro Ala Lys Asp Ser Thr 
35 40 45 

Gly Lys Glu Val Ala Arg Pro Asn Asn Tyr Ala Gly Ala Leu Tyr Asp 

SO 55 60 

Pro Arg Asp Glu Thr Leu Asp Asp Trp Phe Asp Asn Asp Leu Ser Leu 
65 70 75 80 

Phe Pro Ser Gly Phe Gly Phe Pro Arg Ser Val Ala Val Pro Val Asp 
85 90 95 

lie Leu Asp His Asp Asn Asn Tyr Glu Leu Lys Val Val Val Pro Gly 
100 105 110 

Val Lys Ser Lys Lys Asp lie Asp lie Glu Tyr His Gin Asn Lys Asn 
115 120 125 

Gin lie Leu Val Ser Gly Glu lie Pro Ser Thr Leu Asn Glu Glu Ser 
130 135 140 

Lys Asp Lys Val Lys Val Lys Glu Ser Ser Ser Gly Lys Phe Lys Arg 
145 150 155 160 

Val lie Thr Leu Pro Asp Tyr Pro Gly Val Asp Ala Asp Asn lie Lys 
165 170 175 

TT — 
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Ala Asp Tyr Ala Asn Gly Val Leu Thr Leu Thr Val Pro Lys Leu Lys 
180 185 190 

Pro Gin Lys Asp Gly Lys Asn His Val Lys Lys lie Glu Val Ser Ser 
195 200 205 

Gin Glu Ser Trp Gly Asn 
210 



<210> 15 
<211> 3377 
<212> DNA 

<213> Saccharonvces cerevisiae 
<400> 15 

agaaggatgg taagaaccac gtcaagaaga ttgaggtttc ttctcaagaa tcgtggggta 60 

actaaagtga cctggctcta tagtgttgtc cctctcgcga ggaccattgt tgcttgcata 120 

tggcttgaaa catatgtcat cacatctgag cgattttacc tcttagaatt agtttagata 180 

tatatgagtt gatgaataaa tagttataaa aacttgcttt ggcttcgata tatgaccgtt 240 

atttttgact aagttttaac gaaggaatct aacctcgttc ttgtaattac caaaatcttc 300 

aacaacgcgc tgttggaggt atctctatgg atgtggcttg aaatatggat gtcttgccta 360 

cttctacttc tgggaaaggc atttttactc gatcgcgtta atatatgcat caagaaaata 420 

aaaaataaaa cgcgaagagc taaaaaaaaa aaagaaaacc tactataaat aaccgattag 480 

aatcgagttt ttgtattgaa atggcggtaa taagcgttaa acctcgacga agagagaaga 540 

tcctacagga ggtaaaaaac agctcggtat atcaaacggt atttgattcc ggtactactc 600 

aaatgcagat accgaaatat gagaacaagc cattcaagcc tccaagaagg gttggatcaa 660 

ataagtacac acaactcaaa ccaaccgcca ctgcagtcac aacagcccct atatctaaag 720 

ccaaagttac tgtcaacttg aaaagaagca tttcggcggg acctacttta aatcttgcca 780 

agaagccgaa taatctgtcc tcaaatgaaa acactagata ttttactatc atgtacagga 840 

agcctactac caaaaagcac aagacttgga gtggtgatgg ctacgctacc ttaaaagcca 900 

gtagcgataa gttatgcttt tataacgaag cagggaaatt tcttgggtca agtatgctac 960 

caagtgattc agattctctc ttcgaaactc ttttcaaagc aggctccaat gaagtacaat 1020 

tggattacga attgaaggaa aatgcagaaa tacgtagcgc caaagaagcc ttatcacaaa 1080 

acatgggaaa tcccagccca ccgaccacaa gcacaacaga aacagtgcct tctacgaaga 1140 

atgacggtgg caaataccaa atgcctctgt ctcagctgtt ttcactaaac actgtgaaaa 1200 

gattcaaatc agtaacaaag caaacaaatg aacacatgac cacagtacct aaaaccagtc 1260 

aaaattccaa agccaaaaaa tattatccag tatttgatgt caacaaaatc gataatccta 1320 

tagtaatgaa caaaaatgca gccgctgaag ttgacgtaat tgttgatcca ttactgggca 1380 

aattcttgcg ccctcatcag agggaagggg tgaagttcat gtatgattgc ttaatgggct 1440 

tggcaagacc aactattgaa aatccggata tcgattgtac tactaaaagt ttagtgttag 1500 

aaaatgactc agatattagt ggatgccttt tggctgatga tatgggttta ggtaaaacac 1560 

taatgagtat aactttgatt tggacattaa ttaggcaaac tccttttgca tcaaaagttt 1620 

catgttcgca atcaggcata ccattaactg gactttgtaa gaagatttta gtcgtttgtc 1680 

ccgttacttt aataggaaat tggaaaagag aatttggaaa atggttaaat ttgtcaagaa 1740 

taggtgtttt gacattaagc tcaaggaatt ctcctgatat ggataaaatg gctgtcagaa 1800 

18 
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attttttaaa agtgcaacga acttatcaag 
gtgtttctga agaattagag aaaaataaac 
gccatcgact aaaaaacggg gcttctaaaa 
gaaggaagct tttgcttacg ggaactccta 
ttatagattt cataaaccca ggaatccttg 
ttatccctat aactagagcc agagacactg 
agggggaaga aaggtcaaaa gagatgatag 
caaatgcgat tttagaaaag taccttcctc 
catacagcca acagatattg gcattcaaag 
gacaattgac gttcagttct tcgctaggac 
ctcctggatt ggttggctca gatccctatt 
aggacagcta tagtcgttct ttgaactctg 
aaggtattag gaagggtacc aaggagaagg 
tggatataat tgaaaatttg atgaatatgg 
ccatacctgc taaacaaagg gactctatcg 
ttggattctt gttgagtgca aaatcgggag 
gacttatttt atttgataat gattggaatc 
ttcatagaga tggtcaaaaa aagccgtgct 
tcgatgagaa aatattgcaa aggcaattaa 
gtgactcgga gatgagaaat aaagaatctt 
tgaaggacct gttttctgtc catacagata 
cttgcgatgg tttaggtgag gaaattgaat 
tagagctgag aaagcgtagc actacgacat 
tgaatgaagc agccaccaac gatgatgcca 
ttcattataa gcatatcgat ccagcaagac 
attcgttcac cgaattgaaa gatagtatta 
gtctcagaga acaatga 



tcttgattat tggctacgaa aaactcttga 1860 
atttgattga catgctggtg tgtgacgaag 1920 
ttttaaatac gctgaagagt ttagacataa 1980 
tacaaaatga tcttaatgag tttttcacta 2040 
gaagcttcgc ttctttcaaa agaagattca 2100 
caaacagata caacgaagaa ttgttggaaa 2160 
aaattacgaa aagatttatt ttgagacgaa 2220 
caaagacgga tataatttta ttctgtaaac 2280 
atattttgca gggcgcacgt ttagattttg 2340 
taataacatt actgaaaaag gtttgtaact 2400 
acaaatcaca tataaaggat acccaatctc 2460 
gtaagttaaa ggtattaatg acattactag 2520 
tcgtcgtagt gtctaactac actcaaacat 2580 
ctgggatgtc acattgcaga ctcgacggtt 2640 
tcacatcttt caatcggaat ccagccatat 2700 
gtgtaggatt gaatctagtc ggtcgttcgc 2760 
cttcagtaga tttgcaagcg atgtcacgaa 2820 
tcatatatag acttgtcaca actgggtgta 2880 
tgaagaacag tttgagccaa aaatttctag 2940 
ctaatgatga tcttttcaat aaagaggact 3000 
ccaagagtaa cacacatgac ttaatttgtt 3060 
atcctgaaac aaatcaacag cagaacaccg 3120 
ggacaagtgc gctggattta caaaagaaaa 3180 
aaaagtcaca atacattagg caatgtctcg 3240 
aagatgaatt atttgatgag gttatcacag 3300 
cctttgcgtt tgtaaagccc ggcgagatat 3360 
3377 



<210> 16 
<211> 958 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 16 

Met Ala Val He Ser Val Lys Pro Arg Arg Arg Glu Lys He Leu Gin 
15 10 15 

Glu Val Lys Asn Ser Ser Val Tyr Gin Thr Val Phe Asp Ser Gly Thr 
20 25 30 

Thr Gin Met Gin He Pro Lys Tyr Glu Asn Lys Pro Phe Lys Pro Pro 
35 40 45 

Arg Arg Val Gly Ser Asn Lys Tyr Thr Gin Leu Lys Pro Thr Ala Thr 
50 55 60 

Ala Val Thr Thr Ala Pro He Ser Lys Ala Lys Val Thr Val Asn Leu 

19 . 
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Lys Arg Ser lie Ser Ala Gly Pro Thr Leu Asn Leu Ala Lys Lys Pro 
85 90 95 

Asn Asn Leu Ser Ser Asn Glu Asn Thr Arg Tyr Phe Thr He Met Tyr 
100 105 110 

Arg Lys Pro Thr Thr Lys Lys His Lys Thr Trp Ser Gly Asp Gly Tyr 
115 120 125 

Ala Thr Leu Lys Ala Ser Ser Asp Lys Leu Cys Phe Tyr Asn Glu Ala 
130 135 140 

Gly Lys Phe Leu Gly Ser Ser Met Leu Pro Ser Asp Ser Asp Ser Leu 
145 150 155 160 

Phe Glu Thr Leu Phe Lys Ala Gly Ser Asn Glu Val Gin Leu Asp Tyr 
165 170 175 

Glu Leu Lys Glu Asn Ala Glu He Arg Ser Ala Lys Glu Ala Leu Ser 
180 185 190 

Gin Asn Met Gly Asn Pro Ser Pro Pro Thr Thr Ser Thr Thr Glu Thr 
195 2O0 205 

Val Pro Ser Thr Lys Asn Asp Gly Gly Lys Tyr Gin Met Pro Leu Ser 
210 215 220 

Gin Leu Phe Ser Leu Asn Thr Val Lys Arg Phe Lys Ser Val Thr Lys 
225 230 235 240 

Gin Thr Asn Glu His Met Thr Thr Val Pro Lys Thr Ser Gin Asn Ser 
245 250 ■ 255 

Lys Ala Lys Lys Tyr Tyr Pro Val Phe Asp Val Asn Lys He Asp Asn 
260 265 270 

Pro He Val Met Asn Lys Asn Ala Ala Ala Glu Val Asp Val He Val 
275 280 285 

Asp Pro Leu Leu Gly Lys Phe Leu Arg Pro His Gin Arg Glu Gly Val 
290 295 300 

Lys Phe Met Tyr Asp Cys Leu Met Gly Leu Ala Arg Pro Thr He Glu 
305 310 315 320 

Asn Pro Asp He Asp Cys Thr Thr Lys Ser Leu Val Leu Glu Asn Asp 
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Ser ASP lie Ser Gly Cys Leu Leu Ala Asp Asp Met Gly Leu Gly Lys 
340 3« 350 

ser lie Thr Leu He Trp Thr Leu He Arg Gin Thr Pro 



Thr Leu Met 

355 



360 365 



Phe Ala ser Lys Val Ser Cys Ser Gin Ser Gly He Pro Leu Thr Gly 
370 375 380 

Leu cys Lys Lys He Leu Val Val Cys Pro Val Thr Leu He Gly Asn 
385 390 395 400 

Trp Lys Arg Glu Phe Gly Lys Trp Leu Asn Leu Ser Arg He Gly Val 
405 

Leu Thr Leu Ser Ser Arg Asn Ser Pro Asp Met Asp Lys Met Ala Val 
420 425 430 

Arg Asn Phe Leu Lys Val Gin Arg Thr Tyr Gin Val Leu He He Gly 
435 440 445 

Tyr Glu Lys Leu Leu Ser Val Ser Glu Glu Leu Glu Lys Asn Lys His 
450 455 460 

Leu He Asp Met Leu Val Cys Asp Glu Gly His Arg Leu Lys Asn Gly 
465 470 475 

Ala ser Lys He Leu Asn Thr Leu Lys Ser Leu Asp He Arg Arg Lys 
485 490 495 

Leu Leu Leu Thr Gly Thr Pro He Gin Asn Asp Leu Asn Glu Phe Phe 
500 505 510 

Thr He He Asp Phe He Asn Pro Gly He Leu Gly Ser Phe Ala Ser 



Phe Lys Arg Arg Phe He He Pro He Thr Arg Ala Arg Asp Thr Ala 
530 535 540 

Asn Arg Tyr Asn Glu Glu Leu Leu Glu Lys Gly Glu Glu Arg Ser Lys 
545 550 555 

Glu Met He Glu He Thr Lys Arg Phe He Leu Arg Arg Thr Asn Ala 
565 570 575 

He Leu Glu Lys Tyr Leu Pro Pro Lys Thr Asp He He Leu Phe Cys 

. 2i — 
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580 585 ^90 

Lys Pro Tyr Ser Gin Gin lie Leu Ala Phe Lys Asp lie Leu Gin Gly 
595 600 605 

Ala Arg Leu Asp Phe Gly Gin Leu Thr Phe Ser Ser Ser Le|U Gly Leu 
610 615 620 

lie Thr Leu Leu Lys Lys Val Cys Asn Ser Pro Gly Leu Val Gly Ser 
625 630 635 640 

Asp Pro Tyr Tyr Lys Ser His lie Lys Asp Thr Gin Ser Gin Asp Ser 
645 650 655 

Tyr Ser Arg Ser Leu Asn Ser Gly Lys Leu Lys Val Leu Met Thr Leu 
660 665 670 

Leu Glu Gly lie Arg Lys Gly Thr Lys Glu Lys Val Val Val Val Ser 
675 580 685 

Asn Tyr Thr Gin Thr Leu Asp He He Glu Asn Leu Met Asn Met Ala 
690 695 700 

Gly Met Ser His Cys Arg Leu Asp Gly Ser He Pro Ala Lys Gin Arg 
705 710 715 720 

Asp Ser He Val Thr Ser Phe Asn Arg Asn Pro Ala He Phe Gly Phe 
725 730 735 

Leu Leu Ser Ala Lys Ser Gly Gly Val Gly Leu Asn Leu Val Gly Arg 
740 745 750 

Ser Arg Leu He Leu Phe Asp Asn Asp Trp Asn Pro Ser Val Asp Leu 
755 760 765 

Gin Ala Met Ser Arg He His Arg Asp Gly Gin Lys Lys Pro Cys Phe 
770 775 780 

He Tyr Arg Leu Val Thr Thr Gly Cys He Asp Glu Lys He Leu Gin 
785 790 795 800 

Arg Gin Leu Met Lys Asn Ser Leu Ser Gin Lys Phe Leu Gly Asp Ser 
805 810 815 

Glu Met Arg Asn Lys Glu Ser Ser Asn Asp Asp Leu Phe Asn Lys Glu 
820 825 830 

Asp Leu Lys Asp Leu Phe Ser Val His Thr Asp Thr Lys Ser Asn Thr 

— __ 22 . , 
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His Asp Leu lie Cys Ser Cys Asp Gly Leu Gly Glu Glu He Glu Tyr 
850 855 860 

Pro Glu Thr Asn Gin Gin Gin Asn Thr Val Glu Leu Arg Lys Arg Ser 
865 870 875 880 

Thr Thr Thr Trp Thr Ser Ala Leu Asp Leu Gin Lys Lys Met Asn Glu 
885 890 895 

Ala Ala Thr Asn Asp Asp Ala Lys Lys Ser Gin Tyr He Arg Gin Cys 
900 905 910 

Leu Val His Tyr Lys His He Asp Pro Ala Arg Gin Asp Glu Leu Phe 
915 920 925 

Asp Glu Val He Thr Asp Ser Phe Thr Glu Leu Lys Asp Ser He Thr 
930 935 940 

Phe Ala Phe Val Lys Pro Gly Glu He Cys Leu Arg Glu Gin 
945 950 955 



<210> 17 
<211> 3341 
<212> DNA 

<213> Saccharonyces cerevisiae 
<400> 17 

agatcctaaa acagcacgaa gcatattatt gcgcataatt tgttcttgta ggatcttttc 60 
ttgacatttt ttttcactct gcgagaaact tctctttttt tttccttcta gggacgaaaa 120 
caaacaaggg cacttttttt tatctttttt ttttctctgt tgttttcaaa acaaaaagat 180 
tccaccacta catcagtgtg aaagactgta aaagctttct gataaataag cactttccat 240 
atttttcaac tgaaaaatag ttttcttttt gcagctatta ttgacttcat taagaaatat 300 
cccttttttc cccgttgcaa ttatttctat aagggaagct ggaaataggg ggctggaaaa 360 
gatatttgaa cagtcgctcc aataaccgtt ctcaccatca ttaacatttt tgaaggtgaa 420 
tactgtttcg gtcgatttat ggctaatttg tcaaatacat ttgaaaaaga ttaaaacaag 480 
cacaagcggt tgagcatact atgtcgcaga caattacatc tctagatccg aattgtgtta 540 
ttgtattcaa taaaacttcg agtgcaaacg agaagagttt gaatgtcgaa ttcaaacgtt 600 
tgaatataca ttctattatc gaacctggcc atgatctgca aacaagctat gcgtttatta 660 
gaatccatca ggataatgcg aaaccgcttt tttcattttt gcagaatctg gacttcattg 720 
aatccatcat accatatcat gatactgaat tgtccgatga tttgcataaa ctgatttcta 780 
tcagcaaatc aaaaatactg gaggctccaa aacagtatga gttgtacaac ctatcgaatt 840 
tgaccaataa tcccaaacaa tccttatatt ttgcattctt acagaactat ataaaatggt 900 
tgattccctt ctcctttttt ggattatcaa ttagattttt atctaatttt acgtatgaat 960 
tcaattccac atactcgctg ttcgccatcc tatggacatt gtcatttaca gccttttggc 1020 

■ — ^ 23 . . . 
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tttataaata tgaaccattt tggtctgata gactgagtaa atactcatca ttttctacca 1080 
ttgagtttct tcaagataaa cagaaagccc aaaaaaaagc tagttcggtt atcatgttga 1140 
agaaatgttg ttttattcct gtggctttgt tgtttggcgc aatattacta tcattccagc 1200 
tatattgttt tgcgttggaa attttctaca agcaaattta taacggccca atgatttcca 1260 
tcttgtcttt tttgcctact atacttattt gcacgtttac tccggtttta actgtgattt 1320 
acaacaaata tttcgtagaa ccaatgacaa agtgggaaaa tcatagcagt gttgtgaatg 1380 
caaagaaatc taaagaagct aagaactttg ttattatttt tctatccagt tacgttcccc 1440 
tattaattac actatttctt tatctgccaa tggggcattt gttgaccgca gaaataagaa 1500 
ctaaggtttt caatgccttt tcaatattgg cccgtttacc tacccatgat tcagatttta 1560 
ttattgatac aaagcgctat gaagatcaat ttttctactt tattgttatc aaccaactga 1620 
ttcaatttag catggaaaac tttgttccaa gccttgttag cattgctcag cagaaaatta 1680 
atggaccaaa tcctaacttt gtcaaagctg agagtgaaat cggtaaagct caactcagct 1740 
catcagatat gaaaatttgg tcaaaggtta agtcgtacca aacagacccc tggggagcaa 1800 
catttgattt ggacgccaac ttcaaaaagc ttcttctaca attcgggtat cttgttatgt 1860 
tttctacaat ttggccacta gctccattta tctgtttgat agtcaatttg attgtttacc 1920 
aagtcgattt gaggaaagct gtgctttata gtaaacctga gtattttcca tttccaatct 1980 
acgataagcc atcctctgtg tctaataccc aaaaactgac ggttggtcta tggaactctg 2040 
tcttagttat gttctccatc ttaggttgtg ttatcactgc tactttgacc tatatgtacc 2100 
agagctgtaa tataccaggt gtcggcgctc atacttccat ccatacgaat aaagcttggt 2160 
acctagcaaa tccaataaac cactcgtgga taaatattgt actatatgct gtttttattg 2220 
agcatgttag tgttgctatt ttcttccttt tctctagtat tttgaaatct tcccatgatg 2280 
acgttgcaaa tggcattgtg ccaaagcatg tagttaacgt gcaaaaccca ccaaaacaag 2340 
aagtctttga aaaaattccc tcccctgaat ttaattcgaa taacgaaaaa gaactagttc 2400 
aaagaaaagg gtctgcgaat gagaagttgc accaagaact cggtgagaaa cagcctgcct 2460 
cttctgccaa tggatatgag gcacatgctg ccactcatgc caacaatgat ccgtcttctt 2520 
. tatcctcagc ctcctcgcct tcattatctt cttcttcttc tagcagcaaa accggtgtag 2580 
tcaaagctgt tgataacgat acagccggat ctgctggtaa aaagccattg gccacagaaa 2640 
gtactgaaaa aagaaattct ttggtgaagg tgcctaccgt tggctcatat ggtgttgcgg 2700 
gcgccacttt accagaaaca attccaacat ctaaaaatta ctacttaagg tttgatgagg 2760 
acggtaaatc cattagggat gcgaaatcca gtgcagaatc ttccaacgcc accaataaca 2820 
acaccttagg cacggaaagt aagcttttgc cagatggtga cgccgttgat gcactaagta 2880 
gaaaaattga tcaaataccc aaaattgctg ttactggtgg cgaaeiataac gaaaataccc 2940 
aggccaaaga cgatgctgcc actaagactc cactcattaa agatgcaaat attaagcctg 3000 
ttgtcaacgc agctgttaac gataaccaat cgaaggtttc agtggctact gaacaaacaa 3060 
aaaagactga agtaagcacg aaaaatggcc catcaagatc tacttccacg aaggaaacta 3120 
aggattctgc gagaccatct aataacaata ctactactac tactactaca gatgctactc 3180 
agccccacca tcatcatcac caccaccgcc atcgtgatgc tggagtgaag aatgtcacga 3240 
acaattctaa gacaaccgaa tcctcttcct cttcatcggc ggcaaaggaa aaaccaaaac 3300 
ataaaaaggg gctattgcat aagctgaaaa agaagcttta a 3341 



<210> 18 
<211> 946 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 18 

Met Ser Gin Thr lie Thr Ser Leu Asp Pro Asn Cys Val lie Val Phe 
34 
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Asn Lys Thr Ser Ser Ala Asn Glu Lys Ser Leu Asn Val Glu Phe Lys 



20 25 

Arg Leu Asn He His Ser He He Glu Pro Gly His Asp Leu Gin Thr 

35 40 
ser Tyr Ala Phe lie Arg He His Gin Asp Asn Ala Lys Pro Leu Phe 

50 55 60 

ser Phe Leu Gin Asn Leu Asp Phe He Glu Ser He He Pro Tyr His 
65 70 75 

ASP Thr Glu Leu Ser Asp Asp Leu His Lys Leu He Ser He Ser Lys 
85 90 ^ 

ser Lys He Leu Glu Ala Pro Lys Gin Tyr Glu Leu Tyr Asn Leu Ser 
ICQ 105 110 

^„ Leu Thr Asn Asn Pro Lys Gin Ser Leu Tyr Phe Ala Phe Leu Gin 
H5 120 ^25 

Asn .yr He Lys Trp Leu He Pro Phe Ser Phe Phe Gly Leu Ser He 

130 135 
Arg Phe Leu Ser Asn Phe Thr Tyr Glu Phe Asn Ser Thr Tyr Ser Leu 
145 150 155 

Bhe Ala He Leu Trp Thr Leu Ser Phe Thr Ala Phe Trp Leu IVr Lys 
165 170 1^^ 

Tyr Glu pro Phe Trp Ser Asp Arg Leu Ser Lys Tyr Ser Ser Phe Ser 
180 185 

Tta He Glu Phe Leu Gin Asp Lys Gin Lys Ala Gin Lys Lys Ala Ser 
195 200 205 

ser val He Met Leu Lys Lys Cys Cys Phe He Pro Val Ala Leu Leu 
210 215 220 

Phe Gly Ala He Leu Leu Ser Phe Gin Leu Tyr Cys Phe Ala Leu Glu 
225 230 235 

He Phe Tyr Lys Gin He Tyr Asn Gly Pro Met He Ser He Leu Ser 
245 250 255 

Phe Leu Pro Thr He Leu He Cys Thr Phe Thr Pro Val Leu Thr Val 

25 
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He Tyr Asn Lys Tyr Phe Val Glu Pro Met Thr Lys Trp Glu Asn His 
275 280 285 

Ser Ser Val Val Asn Ala Lys Lys Ser Lys Glu Ala Lys Asn Phe Val 
290 295 300 

He He Phe Leu Ser Ser Tyr Val Pro Leu Leu He Thr Leu Phe Leu 
305 310 315 320 

Tyr Leu Pro Met Gly His Leu Leu Thr Ala Glu He Arg Thr Lys Val 
325 330 335 

Phe Asn Ala Phe Ser He Leu Ala Arg Leu Pro Thr His Asp Ser Asp 
340 345 350 

Phe He He Asp Thr Lys Arg Tyr Glu Asp Gin Phe Phe Tyr Phe He 
355 360 365 

Val He Asn Gin Leu He Gin Phe Ser Met Glu Asn Phe Val Pro Ser 
370 375 380 

Leu Val Ser He Ala Gin Gin Lys He Asn Gly Pro Asn Pro Asn Phe 
385 390 395 400 

Val Lys Ala Glu Ser Glu He Gly Lys Ala Gin lieu Ser Ser Ser Asp 
405 410 415 

Met Lys He Trp Ser Lys Val Lys Ser Tyr Gin Thr Asp Pro Trp Gly 
420 425 430 

Ala Thr Phe Asp Leu Asp Ala Asn Phe Lys Lys Leu Leu Leu Gin Phe 
435 440 445 

Gly Tyr Leu Val Met Phe Ser Thr He Trp Pro Leu Ala Pro Phe He 
450 455 460 

Cys Leu He Val Asn Leu He Val Tyr Gin Val Asp Leu Arg Lys Ala 
465 470 475 480 

Val Leu Tyr Ser Lys Pro Glu Tyr Phe Pro Phe Pro He Tyr Asp Lys 
485 490 495 

Pro Ser Ser Val Ser Asn Thr Gin Lys Leu Thr Val Gly Leu Trp Asn 
500 505 510 

Ser Val Leu Val Met Phe Ser He Leu Gly Cys Val He Thr Ala Thr 

26 
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Leu Thr Tyr Met Tyr Gin Ser Cys Asn He Pro Gly Val Gly Ala His 



Thr ser He His Thr Asn Lys Ala Trp Tyr Leu Ala Asn Pro He Asn 
545 550 S55 560 



His Ser Trp He Asn 
565 



He val Leu Tyr Ala Val Phe He Glu His Val 
570 575 

ser val Ala He Phe Phe Leu Phe Ser Ser He Leu Lys Ser Ser His 
580 585 590 

ASP ASP val Ala Asn Gly He Val Pro Lys His Val Val Asn Val Gin 
595 600 605 

Asn Pro Pro Lys Gin Glu Val Phe Glu Lys He Pro Ser Pro Glu Phe 
610 615 620 

Asn ser Asn Asn Glu Lys Glu Leu Val Gin Arg Lys Gly Ser Ala Asn 
625 630 635 

Glu Lys Leu His Gin Glu Leu Gly Glu Lys Gin Pro Ala Ser Ser Ala 

Asn Gly Tyr Glu Ala His Ala Ala 0^ His Ala Asn Asn Asp Pro Ser 
660 665 670 

ser Leu Ser Ser Ala Ser Ser Pro Ser Leu Ser Ser Ser Ser Ser Ser 



680 



685 



ser Lys Thr Gly Val Val Lys Ala Val Asp Asn Asp Thr Ala Gly Ser 
690 695 700 

Ala Gly Lys Lys Pro Leu Ala Thr Glu Ser Thr Glu Lys Arg Asn Ser 
705 710 715 

Leu val Lys Val Pro llu: Val Gly Ser Tyr Gly Val Ala Gly Ala Thr 
725 730 735 

Leu Pro Glu Thr He Pro Thr Ser Lys Asn Tyr Tyr Leu Arg Phe Asp 
740 745 750 

Glu ASP Gly Lys Ser He Arg Asp Ala Lys Ser Ser Ala Glu Ser Ser 
755 760 765 

Asn Ala Thr Asn Asn Asn Thr Leu Gly Thr Glu Ser Lys Leu Leu Pro 

22 
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Asp Gly Asp Ala Val Asp Ala Leu Ser Arg Lys lie Asp Gin He Pro 
785 790 795 800 

Lys He Ala Val Thr Gly Gly Glu Asn Asn Glu Asn Thr Gin Ala Lys 
805 810 815 

Asp Asp Ala Ala Thr Lys Thr Pro Leu He Lys Asp Ala Asn He Lys 
820 825 830 

Pro Val Val Asn Ala Ala Val Asn Asp Asn Gin Ser Lys Val Ser Val 
835 840 845 

Ala Thr Glu Gin Thr Lys Lys Thr Glu Val Ser Thr Lys Asn Gly Pro 
850 855 860 

Ser Arg Ser He Ser Thr Lys Glu Thr Lys Asp Ser Ala Arg Pro Ser 
865 870 875 880 

Asn Asn Asn Thr Thr Thr Thr Thr Thr Thr Asp Ala Thr Gin Pro His 
885 890 895 

His His His His His His Arg His Arg Asp Ala Gly Val Lys Asn Val 
900 905 910 

Thr Asn Asn Ser Lys Thr Thr Glu Ser Ser Ser Ser Ser Ser Ala Ala 
915 920 925 

Lys Glu Lys Pro Lys His Lys Lys Gly Leu Leu His Lys Leu Lys Lys 
930 935 940 

Lys Leu 
945 



<210> 19 
<211> 1904 
<212> DNA 

<213> Saccharoiryces cerevisiae 
<400> 19 

acgtatttgg aagtcatctt atgtgcgctg ctttaatgtt ttctcatgta agcggacgtc 60 
gtctataaac ttcaaacgaa ggtaaaaggt tcatagcgct ttttctttgt ctgcacaaag 120 
aaatatatat taaattagca cgttttcgca tagaacgcaa ctgcacaatg ccaaaaaaag 180 
taaaagtgat taaaagagtt aattgaatag gcaatctcta aatgaatcga tacaaccttg 240 
gcactcacac gtgggactag cacagactaa atttatgatt ctggtccctg ttttcgaaga 300 

28 
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gatcgcacat gccaaattat caaattggtc 
ggataagggt aaacatcttt gaattgtcga 
ctaagtcgag gttagtatgg cttcatctct 
aagcaaattc gagattacca atgtttaaat 
tggccaatgc aggtaccatt cccttaggca 
aaaaagatat cttcccattt ttgggtggtg 
atggtatttc tcgtgatttg cctgaaggtt 
gacatggtga aagataccct actgtcagtc 
agttgagcaa ttacactcgt caattcaacg 
agtttttcat ccgtgatgac gatgatttgg 
atgttttgaa cccatacact ggtgaaatga 
ctcaatacgg ttacatggtc gaaaaccaaa 
agagatgtca tgacactgct caatatttca 
ccttgcagac tgtcagtgaa gctgaatccg 
catgtcctgc ttgggactac gatgccaatg 
acttggatga cattgccaag agattgaaca 
ctgacgctag tactttattc tcgtggtgtg 
atgtctgtga tattttcacc aaggatgaat 
acacttatta ccatgagggt ccaggttacg 
tcaatgcctc agtcaaacca ttaaageaaa 
gttttaccca cgataccgat atcccaaact 
aaaacaactt aactgccgaa tacgttccat 
acgttcctca aggtgctcgt gtctacaccg 
tcagatacgt cattaacgat gctgttgttc 
tctcttgtga aatcaatgac ttctacgact 
tcctaaaggC ctgtaacgtc agcagcgtca 
actggaacac tactcattac aacgccagtc 



accttacttg 


gcaaggcata 


tacccatttg 


360 


aatgaaacgt 


atataagcgc 


tgatgttttg 


420 


catgagaata 


agaacaacaa 


caaatagagc 


480 


ctgttgttta 


ttcaatttta 


gccgcttctt 


540 


aactagccga 


tgtcgacaag 


attggtaccc 


600 


ccggaccata 


ctactctttc 


cctggcgact 


660 


gtgaaatgaa 


gcaactgcaa 


atggttggta 


720 


tggctaagac 


tatcciagagt 


acatggtata 


780 


gctcattgtc 


attcttgaac 


gatgattacg 


840 


aaatggaaac 


cacttttgcc 


aactcggacg 


900 


acgccaagag 


acatgctcgt 


gacttcttgg 


960 


ccagtttcgc 


cgtttttacc 


tctaattcta 


1020 


ttgatggttt 


aggtgaccaa 


ttcaacatca 


1080 


ctggtgccaa 


cactttgagt 


gcttgtaact 


1140 


atgacattgt 


aaatgaatac 


gacacaacct 


1200 


aggaaaacaa 


gggtttgaac 


ttgacctcaa 


1260 


catttgaagt 


gaacgctaaa 


ggttacagtg 


1320 


tagtccatta 


ctcctactac 


caagacttgc 


1380 


acattatcaa 


gtctgtcggt 


tccaacttgt 


1440 


gtgagattca 


agaccaaaag 


gtfctggttga 


1500 


ttttgaccac 


cgctggtata 


attgacgaca 


1560 


tcatgggcaa 


cactttccac 


agatcctggt 


1620 


aaaaattcca 


atgttctaac 


gacacctacg 


1680 


caattgaaac 


ctgttccact 


ggtccagggt 


1740 


atgctgaaaa 


gagagtagcc 


ggtactgact 


1800 


gtaactctac 


tgaattgacc 


ttctactggg 


1860 


tattgagaca 


atag 




1904 



<210> 20 
<211> 467 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 20 

Met Phe Lys Ser Val Val Tyr Ser lie Leu Ala Ala Ser Leu Ala Asn 
15 10 15 

Ala Gly Thr lie Pro Leu Gly Lys Leu Ala Asp Val Asp Lys lie Gly 
20 25 30 

Thr Gin Lys Asp lie Phe Pro Phe Leu Gly Gly Ala Gly Pro Tyr Tyr 
35 40 45 

Ser Phe Pro Gly Asp Tyr Gly lie Ser Arg Asp Leu Pro Glu Gly Cys 
50 55 60 

Glu Met Lys Gin Leu Gin Met Val Gly Arg His Gly Glu Arg Tyr Pro 

25 
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Thr Val Ser Leu Ala Lys Thr lie Lys Ser Thr Trp Tyr Lys Leu Ser 
85 90 95 

Asn Tyr Thr Arg Gin Phe Asn Gly Ser Leu Ser Phe Leu Asn Asp Asp 
100 105 110 

Tyr Glu Phe Phe lie Arg Asp Asp Asp Asp Leu Glu Met Glu Thr Thr 
115 120 125 

Phe Ala Asn Ser Asp Asp Val Leu Asn Pro Tyr Thr Gly Glu Met Asn 
130 135 140 

Ala Lys Arg His Ala Arg Asp Phe Leu Ala Gin Tyr Gly Tyr Met Val 
145 150 155 160 

Glu Asn Gin Thr Ser Phe Ala Val Phe Thr Ser Asn Ser Lys Arg Cys 
165 170 175 

His Asp Thr Ala Gin Tyr Phe lie Asp Gly Leu Gly Asp Gin Phe Asn 
180 185 190 

lie Thr Leu Gin Thr Val Ser Glu Ala Glu Ser Ala Gly Ala Asn Thr 
195 200 205 

Leu Ser Ala Cys Asn Ser Cys Pro Ala Trp Asp Tyr Asp Ala Asn Asp 
210 215 220 

Asp lie Val Asn Glu Tyr Asp Thr Thr Tyr Leu Asp Asp lie Ala Lys 
225 230 235 240 

Arg Leu Asn Lys Glu Asn Lys Gly Leu Asn Leu Thr Ser Thr Asp Ala 
245 250 255 

Ser Thr Leu Phe Ser Trp Cys Ala Phe Glu Val Asn Ala Lys Gly Tyr 
260 265 270 

Ser Asp Val Cys Asp lie Phe Thr Lys Asp Glu Leu Val His Tyr Ser 
275 280 285 

Tyr Tyr Gin Asp Leu His Thr Tyr Tyr His Glu Gly Pro Gly Tyr Asp 
290 295 300 

lie lie Lys Ser Val Gly Ser Asn Leu Phe Asn Ala Ser Val Lys Leu 
305 310 315 320 

Leu Lys Gin Ser Glu He Gin Asp Gin Lys Val Trp Leu Ser Phe Thr 

3t) 
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325 330 335 

His Asp Thr Asp lie Leu Asn Phe Leu Thr Thr Ala Gly lie lie Asp 
340 345 350 

Asp Lys Asn Asn Leu Thr Ala Glu Tyr Val Pro Phe Met Gly Asn Thr 
355 360 365 

Phe His Arg Ser Trp Tyr Val Pro Gin Gly Ala Arg Val Tyr Thr Glu 

370 375 380 

Lys Phe Gin Cys Ser Asn Asp Thr Tyr Val Arg Tyr Val lie Asn Asp 
385 390 395 400 

Ala Val Val Pro lie Glu Thr Cys Ser Thr Gly Pro Gly Phe Ser Cys 
405 410 415 

Glu lie Asn Asp Phe Tyr Asp Tyr Ala Glu Lys Arg Val Ala Gly Thr 
420 425 430 

Asp Phe Leu Lys Val Cys Asn Val Ser Ser Val Ser Asn Ser Thr Glu 
435 440 445 

Leu Thr Phe Tyr Trp Asp Trp Asn Thr Thr His Tyr Asn Ala Ser Leu 
' 450 455 460 

Leu Arg Gin 
465 



<210> 21 
<211> 1563 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 21 

taacttctca acataattat gtaaaaaatt atctcattaa gccagatagc aaatatatca 60 
catattgcat tgattaattt gagaaaaata tacatgtatc ttttcagtta attttattaa 120 
aaataaatta tttccttact tttttttcta cagtttgcac cattaacctc ttttcttgca 180 
tccatacatc tttgaactcc atacatctta tttttttgct gttttttttc agtgtctcgg 240 
gcatacaggc cgcttatctt catgccggcc catcatccta ggaaactctt tcggtatggg 300 
ccaagggcag gcgaaaatcc tatgtgcgtg gagctgatac aatctcggct ggcttggttt 360 
gtagggcacg gtcaatgaat gcctgatggg agaaaaattc atctttatga aaagtgatct 420 
taatttgaat agtgtgccct tcaaaacatt tggaagtcat taattgaaac tatccagtgt 480 
gaatagacga ctgagccatc atgaaggtat gtaatatcac ccaaatcctt agaattctaa 540 
tgaatcagca cgcgct6iacc ggctgtttct gactgtttga taaacgtata cccacaaatt 600 
agtgcactat aataaaaatt ctcaagaaca acgttgttta aacgagataa ttccctctaa 660 

31 
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tatacacgta ccgacactta ggaaaatatc 
gaatttacga aaagggttta gaaatatcaa 
aggacagcag ggattcgttg gaatttgtcg 
tggtattatt tataacagtt gaacatttct 
gaaattgatg atgaacaccg tattcgtgtt 
gatggtgaag ccgttggtga tgaattcaag 
gacaaacaag gtttcccaat gaagcaaggt 
ttgaccaaga acgtttcttg ttacagacca 
gtcagaggtg ccattgttgg tccagatttg 
ggtgaacaag aattggaagg tctaactgac 
agagctaaca acatcagaaa gttcttcggt 
gtcatcagaa gagaagtcac caagggtgaa 
agattggtta ctcctcaaag attgcaaaga 
aacgctcaag ctcaaagaga agctgctgcc 
tctgaaagaa aggctgaaaa ggccgaaatc 
taa 



tcgctaagtt caaattaagg aatgaaaaag 720 
tgaaaataag aaaaacctgt aacggaagaa 780 
atattggctt cggacaactt tactaacaaa 840 
tacccagtca acgggtctca aaagaccttc 900 
ttcttcgaca agagaatcgg tcaagaagtc 960 
ggctacgtct tcaagatctc tggtggtaac 1020 
gttttgttgc caactagaat caagttgttg 1080 
agacgtgatg gtgaaagaaa gagaaagtcc 1140 
gctgtcttgg ctttggtcat tgtcaagaag 1200 
actactgttc caaagagatt gggtccaaag 1260 
ttgtccaagg aagatgacgt tcgtgatttc 1320 
aagacttaca ccaaggctcc aaagatccaa 1380 
aagagacacc aaagagcttt gaaggtcaga 1440 
gaatacgctc aattgttggc taagagattg 1500 
agaaagagaa gagcttcttc tttgaaggct 1560 
1563 



<210> 22 
<211> 236 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 22 

Met Lys Leu Asn He Ser Tyr Pro Val Asn 61y Ser Gin Lys Thr Phe 
15 10 15 

Glu He Asp Asp Glu His Arg He Arg Val Phe Phe Asp Lys Arg He 
20 25 30 

Gly Gin Glu Val Asp Gly Glu Ala Val Gly Asp Glu Phe Lys Gly Tyr 
35 40 45 

Val Phe Lys He Ser Gly Gly Asn Asp Lys Gin Gly Phe Pro Met Lys ^ 
50 55 60 9 

Gin Gly Val Leu Leu Pro Thr Arg He Lys Leu Leu Leu Thr Lys Asn 
65 70 75 80 

Val Ser Cys Tyr Arg Pro Arg Arg Asp Gly Glu Arg Lys Arg Lys Ser 
85 90 95 

Val Arg Gly Ala He Val Gly Pro Asp Leu Ala Val Leu Ala Leu Val 
100 105 110 

He Val Lys Lys Gly Glu Gin Glu Leu Glu Gly Leu Thr Asp Thr Thr 
115 120 125 
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Val Pro Lys Arg Leu Gly Pro Lys Arg Ala Asn Asn He Arg Lys Phe 
130 135 140 

Phe Gly Leu Ser Lys Glu Asp Asp Val Arg Asp Phe Val He Arg Arg 
145 150 155 160 

Glu Val Thr Lys Gly Glu Lys Thr Tyr Thr Lys Ala Pro Lys He Gin 
165 170 175 

Arg Leu Val Thr Pro Gin Arg Leu Gin Arg Lys Arg His Gin Arg Ala 
180 185 190 

Leu Lys Val Arg Asn Ala Gin Ala Gin Arg Glu Ala Ala Ala Glu Tyr 
195 200 205 

Ala Gin Leu Leu Ala Lys Arg Leu Ser Glu Arg Lys Ala Glu Lys Ala 
210 215 220 

Glu He Arg Lys Arg Arg Ala Ser Ser Leu Lys Ala 
225 230 235 



<210> 23 
<2li> 893 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 23 

attactttaa attgtttgtc tattccaaca taatcattag cagcacatgt cgagcaacag 60 
ataaacacag cagcggcacg gtgaaccaca taagtgtatg tgcacacgcg tgttttgtgc 120 
agtgtattac caacttgcgc atgcaaggat atcacactcc tgtttctgcc tcatgtcttt 180 
taaaacgctt ccacgggaca tgggttctaa ttatggagaa gatcaagctt tgaaatggcc 240 
cgtttacaca ttttgataca accgtagacg gcgtctcgtt tcaaagaccg tgtggttgtc 300 
tatcagtata tactcattgt gtttttcaaa aaatctctgg gttgtttaga tgccactata 360 
tttctattcg tatttatttt tatgtatact tattttgctt atttttctta tactcaggaa 420 
acgtcacttg gcttgatata ctcgacgctt tattctgcaa attcaggtct caaatctgaa 480 
cggcgtggag ccaccaaggg atggagctgg caaaggaacg taatggccca catcaaaaac 540 
atcatggcca atgtcaaaat cactgtactt ctccaaacac tgtacgacaa aacaaaacaa 600 
acaaactctt gttagtaaaa aagaaaggga aactagtaat atggagacac atcgtaaaaa 660 
aaatgttgca catacgcttg gttgttcttt ggagccatta tccagaacag cacggacatg 720 
gcactaacca ctatgaatac accaacaaca gtatagctaa attggacgcg cagagagtta 780 
gtagaagaag aaggaagaaa agggaagcgg agagaagaga ttatgacaca tacaaactac 840 
tcattactct ttgttcttta ttattcgttg gacctttgtt tcttaaagta tag 893 



<210> 24 
<211> 130 

- ^ 
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<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 24 

Met Glu Leu Ala Lys Glu Arg Asn Gly Pro His Gin Lys His His Gly 
15 10 15 

Gin Cys Gin Asn His Cys Thr Ser Pro Asn Thr Val Arg Gin Asn Lys 
20 25 30 

Thr Asn Lys Leu Leu Leu Val Lys Lys Lys Gly Lys Leu Val lie Trp 
35 40 .45 

Arg His He Val Lys Lys Met Leu His He Arg Leu Val Val Leu Trp 
50 55 60 

Ser His Tyx Pro Glu Gin His Gly His Gly Thr Asn His Tyr Glu Tyr 
65 70 75 80 

Thr Asn Asn Ser He Ala Lys Leu Asp Ala Gin Arg Val Ser Arg Arg 
85 90 95 

Arg Arg Lys Lys Arg Glu Ala Glu Arg Arg Asp Tyr Asp Thr Tyr Lys 
100 105 110 

Leu Leu He Thr Leu Cys Ser Leu Leu Phe Val Gly Pro Leu Phe Leu 
115 120 125 

Lys Val 
130 



<210> 25 
<211> 1429 
<212> DNA 

<213> Saccharoinyces cerevisiae 
<400> 25 

acatgaccta atttatagct tagggttctt 
caccacgatg gtgatcgaaa tctctaggag 
aggcggttta ttatctttgt ccctttatac 
gcagcgtata gtataaccag aaaaaagtga 
acggtaaaaa tccaccagag atttgctcac 
cattccgcac ccgagtatga tccatcttat 
gatataatac aggatccggt tcaaaatcac 
aagtctgaag ttgtactgtg ttcgcacgac 
ttcaaacaca gttctactaa tgagagaatt 





ttttgtcaat tctatgcgta tgacaaagag 60 
tagcatacca cagcgatatt atttagtagt 120 
tgttgtgttt cttgcttatt gcttcagtag 180 
aaaataaact aaaaaagcac tatgagatga 240 
taataatcct gtaccatgtc catcaaccta 300 
aagctgatcc agttgacacc agagttactg 360 
cagttaaggt ttaagtcatt ggacaaagac 420 
aagacttggg tgctgcaagc agcgcaaaca 480 
tgttcctgaa caacctatta ctttcgacga 540 
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aacgctcttg tttggactgt ccaagccgta 
atcagaattt gagaccagag agacacatgg 
caacggagaa ctggatttct ccgacaaaat 
gaccctggaa gaactacttg agaactcacc 
gcataagatt ggtggatctg tgaaagacgg 
tttcaaagca ctgcatgtac tactgatgag 
tctgaatgtt gaggatacac atcacgctgt 
atacacaaga gaaatcattg aaacagtgct 
tgaaaacaat acgtggcgct tgagaatacc 
gctaaggaaa tatgtttctg gaataagcat 
gtcccttttc ccacctttct tcccatgtga 
tttcaagcct accgataaga ctgtccagta 
caaagaacgg tttaaagccc tgtttaggct 
gcctctaatt gaagaactaa attcaagagg 
tgcccgccgt aaaagactgg gcaaaaagac 



catggacgtc gtgggattcg ccaagactga 600 
cgaattgaac ttgaattcag taccaatata 660 
catgaagagg tcatctacaa aggttatcgg 720 
atgttctgcg ctagaaggta tatcaaaatg 780 
tgtgttgtgt attctttcac aagacttcct 840 
cgcaatggca gaatcactcg atctacagca 900 
ggggaaggac attgaggacg agttcaatcc 960 
gaataaattt gctgttcaag agcaagaggc 1020 
gtttatagct cagtggtacg ggattcaagc 1080 
gccaattgat gagttcctca tcaagtggaa 1140 
cattgacatt gacatgctgc gaggctatca 1200 
tatagcgaaa agcacactac caatggaccc 1260 
acagtcacag tgggacttgg aggatatcaa 1320 
tatgaaaata gacagtttca tcatgaagta 1380 
cgtggtcacg agcaggtag 1429 



<210> 26 
<211> 309 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 26 

Met Arg Glu Phe Val Pro Glu Gin Pro lie Thr Phe Asp Glu Thr Leu 
15 10 15 

Leu Phe Gly Leu Ser Lys Pro Tyr Met Asp Val Vai Gly Phe Ala Lys 
20 25 30 

Thr Glu Ser Glu Phe Glu Thr Arg Glu Thr His Gly Glu Leu Asn Leu 
35 40 45 

Asn Ser Val Pro lie Tyr Asn Gly Glu Leu Asp Phe Ser Asp Lys lie 
50 55 60 

Met Lys Arg Ser Ser Thr Lys Val lie Gly Thr Leu Glu Glu Leu Leu 
65 70 75 80 

Glu Asn Ser Pro Cys Ser Ala Leu Glu Gly lie Ser Lys Trp His Lys 
85 90 95 

lie Gly Gly Ser Val Lys Asp Gly Val Leu Cys lie Leu Ser Gin Asp 
100 105 110 

Phe Leu Phe Lys Ala Leu His Val Leu Leu Met Ser Ala Met Ala Glu 
115 120 125 

Ser Leu Asp Leu Gin His Leu Asn Val Glu Asp Thr His His Ala Val 

— 25. 
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Gly Lys Asp lie Glu Asp Glu Phe Asn Pro Tyr Thr Arg Glu lie lie 
145 150 155 160 



Glu Thr Val Leu Asn Lys Phe Ala Val Gin Glu Gin Glu Ala Glu Asn 
165 170 175 



Asn Thr Trp Arg Leu Arg lie Pro Phe lie Ala Gin Trp Tyr Gly lie 
180 185 190 



Gin Ala Leu Arg Lys Tyr Val Ser Gly He Ser Met Pro He Asp Glu 
195 200 205 



Phe Leu He Lys Trp Lys Ser Leu Phe Pro Pro Phe Phe Pro Cys Asp 
210 215 220 



He Asp He Asp Met Leu Arg Gly Tyr His Phe Lys Pro Thr Asp Lys 
225 230 235 240 



Thr Val Gin Tyr He Ala Lys Ser Thr Leu Pro Met Asp Pro Lys Glu 
245 250 255 



Arg Phe Lys Val Leu Phe Arg Leu Gin Ser Gin Trp Asp Leu Glu Asp 
260 265 270 



He Lys Pro Leu He Glu Glu Leu Asn Ser Arg Gly Met Lys He Asp 
275 280 285 



Ser Phe He Met Lys Tyr Ala Arg Arg Lys Arg Leu Gly Lys Lys Thr 
290 295 300 



Val Val Thr Ser Arg 
305 



<210> 27 
<211> 1952 
<212> DNA 

<213> Saccharoniyces cerevlsiae 
<400> 27 

gtcatcgaca gcaaattgct ggaagagttc aaggacaacg tgagatacac cttggaaaat 60 
gaccctgagg aaggagccga tgaggccact ctgcaacgca ggaggcagtt ggaacagatc 120 
attacgggag acaacgctga ggaggagttg gaaaggtaca tccgtgctat ggtcagagag 180 
cagatgctgg gccagggctc catggcgggt tccggggacg aaccagattc caagagaaga 240 
aaataacgac ccagcacaaa ggctcttaca gcttgctaaa agaaattgaa cgcgacgcta 300 

5fi 
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catgaactac ttctttctct tacatagtct 
tagacgttct tacaaggtaa aatttcaccg 
agagtgaaag aaaagcaaca aatatacagt 
acgaaaaaca gctcatagaa atggtaacac 
cggatgctta tatccccacg tatctgcccg 
aaaaattgat agaaatggat tccagactag 
cgtccatcaa tttacctaca aacaccaaga 
tgaggattta cgtctacaac actacggaaa 
cggactcagg caagactaca tggacactga 
caaacggaaa gcacccattt agtgagtttt 
tgaaaccgct gggcatgggc aagaagagga 
atctgcaaca acccgaatac aatgatcaag 
aggatgagga cagtgcagag gcagaatcca 
actacgatga aaacaacgtt gtggagtttg 
ataatttgcg atgcagtata accatccagt 
actcgcccaa cttagctacc ttgataggta 
attcgatcta caagtacatt ttgatcaaca 
aagatggttc caacgatgcc gaagacagca 
gtgacgatga tggcgtcgag ggaagtactc 
agctagattc actcttacaa aaggfcafctgg 
atgttgtgca aaccgtgaac aaactggtat 
caattgatct ttccaaagat accacctatg 
acattctcca ccagcctcaa ccccagccaa 
aagacacagc aaaactacgt gaaatcacaa 
aaaaatacca gtttttccac gaactgtctt 
tatggtcttc caagcaaaac gagcttgtgc 
ctgcaagaac gagtgacata tacagtaaca 
tctcactact gtactcccaa ggaagactat 



tttcccttat 


gtatcttttc 


tgtacattaa 


360 


cgtttttaaa 


tagaatgaaa 


aaaacgttgt 


420 


tcacaaggca 


gcttcgtata 


gtaatacagc 


480 


agaccaatcc 


ggtccctgtt 


acatatccaa 


540 


atgataaggt 


ctccaatctg 


gcagatttga 


600 


atttgtatct 


gacaagaagg 


aggctggata 


660 


ccaaggacca 


tccccccaat 


aaagagatgc 


720 


gcagccctcg 


cagcgattct 


ggcaccccag 


780 


gaatagaagg 


taagcttctg 


cacgagtccg 


840 


tggaaggtgt 


cgcggtcgac 


tttaaaagac 


900 


aacgcgattc 


gtcattgagc 


cttcctttga 


960 


atagcaccat 


gggcgataac 


gacaacggcg 


1020 


gggaggaaat 


tgtagacgca 


ctggaatgga 


1080 


atggtatcga 


catcaagagg 


caaggcaagg 


1140 


tgaggggtgt 


cgacggtgga 


aaagtacagt 


1200 


tgcaaacggg 


ctccgttaat 


gacgcggttt 


1260 


atctgtttgt 


tacggaacaa 


acagaggctc 


1320 


gtaacgagaa 


taacaataaa 


aacggtgctg 


1380 


caaaggataa 


gcccgaattg 


ggtgaagtga 


1440 


atacaaacgc 


cgcgcacctc 


cccttgatga 


1500 


cacccctacc 


gcccatcatc 


ctagattata 


1560 


gtgctaccac 


cttggatgta 


gatgtgtcgc 


1620 


atttacaaaa 


agaggaagaa 


acagatgctg 


1680 


agcttgcctt 


gcagttgaac 


tctagtgctc 


1740 


tgcatccaag 


agaaacgctg 


actcactact 


1800 


tgcagggcga 


ccaatacttc 


£iatgaagatg 


1860 


acaacaatga 


caggtcacta 


atgggcaata 


1920 


aa 






1952 



<210> 28 
<211> 483 
<212> PRT 

<213> Saccharon^ces cerevisiae 
<400> 28 

Met Val Thr Gin Thr Asn Pro Val Pro Val Thr Tyr Pro Thr Asp Ala 
15 10 15 

Tyr lie Pro Thr Tyr Leu Pro Asp Asp Lys Val Ser Asn Leu Ala Asp 



Leu Lys Lys Leu lie Glu Met Asp Ser Arg Leu Asp Leu Tyr Leu Thr 
35 40 45 

Arg Arg Arg Leu Asp Thr Ser He Asn Leu Pro Thr Asn Thr Lys Thr 
50 55 60 
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Lys Asp His Pro Pro Asn Lys Glu Met Leu Arg lie Tyr val Tyr Asn 
65 70 75 80 

Thr Thr Glu Ser Ser Pro Arg Ser Asp Ser Gly Thr Pro Ala Asp Ser 
85 90 95 

Gly Lys Thr Thr Trp Thr Leu Arg lie Glu Gly Lys Leu Leu His Glu 
100 105 110 

Ser Ala Asn Gly Lys His Pro Phe Ser Glu Phe Leu Glu Gly Val Ala 

lis 120 125 

Val Asp Phe Lys Arg Leu Lys Pro Leu Gly Met Gly Lys Lys Arg Lys 
130 135 140 

Arg Asp Ser Ser Leu Ser Leu Pro Leu Asn Leu Gin Gin Pro Glu Tyr 
145 150 155 160 

Asn Asp Gin Asp Ser Thr Met Gly Asp Asn Asp Asn Gly Glu Asp Glu 
165 170 175 

Asp Ser Ala Glu Ala Glu Ser Arg Glu Glu He Val ;^p Ala Leu Glu 
180 185 190 

Trp Asn Tyr Asp Glu Asn Asn Val Val Glu Phe Asp Gly He Asp He 
195 200 205 

Lys Arg Gin Gly Lys Asp Asn Leu Arg Cys Ser He Thr He Gin Leu 
210 215 220 

Arg Gly Val Asp Gly Gly Lys Val Gin Tyr Ser Pro Asn Leu Ala Thr 
225 230 235 240 

Leu He Gly Met Gin Thr Gly Ser Val Asn Asp Ala Val Tyr Ser He 
245 250 255 

Tyr Lys Tyr He Leu He Asn Asn Leu Phe Val Thr Glu Gin Thr Glu 
260 265 270 

Ala Gin Asp Gly Ser Asn Asp Ala Glu Asp Ser Ser Asn Glu Asn Asn 
275 280 285 

Asn Lys Asn Gly Ala Gly Asp Asp Asp Gly Val Glu Gly Ser Thr Pro 
290 295 300 

Lys Asp Lys Pro Glu Leu Gly Glu Val Lys Leu Asp Ser Leu Leu Gin 
305 310 315 320 
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Lys Val Leu Asp Thr Asn Ala Ala His Leu Pro Leu Met Asn Val Val 
325 330 335 

Gin Thr Val Asn Lys Leu Val Ser Pro Leu Pro Pro He He Leu Asp 
340 345 350 

Tyr Thr He Asp Leu Ser Lys Asp Thr Thr Tyr Gly Ala Thr Thr Leu 
355 360 365 

Asp Val Asp Val Ser His He Leu His Gin Pro Gin Pro Gin Pro Asn 
370 375 380 

Leu Gin Lys Glu Glu Glu Thr Asp Ala Glu Asp Thr Ala Lys Leu Arg 
385 390 395 400 

Glu He Thr Lys Leu Ala Leu Gin Leu Asn Ser Ser Ala Gin Lys Tyr 
405 410 415 

Gin Phe Phe His Glu Leu Ser Leu His Pro Arg Glu Thr Leu Thr His 
420 425 430 

Tyr Leu Trp Ser Ser Lys Gin Asn Glu Leu Val Leu Gin Gly Asp Gin 
435 440 445 

Tyr Phe Asn Glu Asp Ala Ala Arg Thr Ser Asp He Tyr Ser Asn Asn 
450 455 460 

Asn Asn Asp Arg Ser Leu Met Gly Asn He Ser Leu Leu Tyr Ser Gin 
465 470 475 480 



<210> 29 
<211> 911 
<212> DNA 

<213> Saccharoniyces cerevisiae 
<400> 29 

aggttttaac gcgttatctt tgttccgaaa aaaaaaaaaa acggaaaaat atattttttc 60 
gcgtcgcgtt ctcgcgtctg ttttgttttt tcgcgttcca atgaccaaaa tgggaaagtg 120 
gtcgtctttg acgaaggaga cgaaaacctc ttctaaaacg ttgggagaga gataattaca 180 
tggccagaac aatactgcaa cgtgcatata gtcgttagtc tgtgcttgca catccacggc 240 
agccgcagtg gacgcactga tggaaggaca cctgtgtgcc ctttttgcgt gcttcttcct 300 
ctaactgtgc acgaggcacc ctgcagatgc aagtgctacc gttgttagtt tcgttctttt 360 
gaatgcagcg cagacagcac agtttttcat acccggtttt gcgccatttg gcaattagca 420 

- 32- 
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atttatcagc atacttttcc tttatcaacc aatcgtaaag gtctttggag atggcctttc 480 

tcttgtagta cagagtatat atgtatctag agcgctggtg gtggagttgc attatctccc 540 

agagctgctc attggacttt gctgcgagct tagacgactt gtccttttgg gcatctctga 600 

gttggatttc gaaatctgtg agggttggct tgattttttc gaacccgtca ggtgcaggct 660 

tggatcttct ggtctttatg cgcggcatgt cgttttgtga ggtgagcttt gctagtcttg 720 

acggctgtag aggtgtttac attgatgatg agtccctaag aaaatttttc tttttttttc 780 

agtatttcac tttccgttgt gaacgacaaa tgtactatgc gttcaagagc caacgcagta 840 

tcatcgtcaa agttcctacc acaacgcgtg tgattgatct tgtactggtt gtaaatgtgc 900 

taagtctgtg a 911 



<210> 30 
<211> 136 
'C212> PRT 

<213> Saccharomyces cerevlsiae 
<400> 30 

Met Tyr Leu Glu Arg Trp Trp Trp Ser Cys lie lie Ser Gin Ser Cys 
15 10 15 

Ser Leu Asp Phe Ala Ala Ser Leu Asp Asp Leu Ser Phe Trp Ala Ser 



Leu Ser Trp lie Ser Lys Ser Val Arg Val Gly Leu lie Phe Ser Asn 
35 40 45 

Pro Ser Gly Ala Gly Leu Asp Leu Leu Val Phe Met Arg Gly Met Ser 



Phe Cys Glu Val Ser Phe Ala Ser Leu Asp Gly Cys Arg Gly Val Tyr 
65 70 75 80 

lie Asp Asp Glu Ser Leu Arg Lys Phe Phe Phe Phe Phe Gin Tyr Phe 



Thr Phe Arg Cys Glu Arg Gin Met Tyr Tyr Ala Phe Lys Ser Gin Arg 
100 105 110 

Ser lie lie Val Lys Val Pro Thr Thr Thr Arg Val lie Asp Leu Val 
115 120 125 

Leu Val Val Asn Val Leu Ser Leu 
130 135 



<210> 31 
<211> 1448 



Printed: 17-08-2000 J 



40 
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<212> DNA 

<213> Saccharomyces cerevisiae 



<400> 31 

gtttatggct ggaatgactt gataatctct 
ccagaactct cccgccttca gccgcttttt 
ttttcaccta caaggaacta ccttttatag 
atcctcaatt cttatcgtat gttgttgctg 
ttttttacat aaggtaccaa ggcaagagaa 
agggttaata cgaaatatgt taaggtctag 
catcctgggg aaattaggtt taaatagggc 
caatgataat agtggcatca tcatcgtcat 
gcaatttgca gcaagacaat atgactacga 
tttcagacgt ggcagaggcc gtagctgacc 
ctccaaagaa cgagaggaaa cactctgttc 
cgagagaggc ctcttgcaaa agcacagcat 
gtagtggcag tggtagcagt aagcccaaaa 
gtgggtcatt gatcgaagtg ctacacgaag 
gagactggga catttacttt gcagacgaga 
attatggatg cgccaaaagg aagattttgg 
cgaaggtgta ccacattgac gagtcattga 
atgaaaaggt gctaatccgc gggtttgccg 
acttgttcct gcttggttgt gcccccgatg 
aggacaatct acgtgagaaa cttgcatggg 
cctcgaccag aatttcgctg actatacctg 
ttgtcgaagg tgcaaccaag gcgcccatca 
gcctacctag cagtattgtc aacgaaggtg 
acgatgctct tacggacgtc ctcgtcacca 
ctatttaa 



tcacgagctt acttgagatg gtatgaggag 60 
gttgctgtgt attcagtata tccatcatca 120 
ccaccctaag taaaacaaca ttagcttagc 180 
ctatttttat cctattgttc ctggcatcgc 240 
aagacccgcg aaattttcaa ttcgagacat 300 
tttccaaaaa atgaagaaaa tgtgattaga 360 
gggcgctaca ggggttttcc taacaaattt 420 
atccagtgta ggtatggact agaacagaaa 480 
cggtacccaa gatattcgcg tttcacgagt 540 
atgtagtcca cgcgcaagac ggtgcattgg 600 
ccaacatcag catgaatgca ctggatatga 660 
ctgccgcgga agggaaaagt ggtagcagtg 720 
aggagaaacg gttcaagatt gctctctccg 780 
gtctgctaaa acgagacgat gtacggtggg 840 
gacttgtacc cttcagctcg aatgaaagca 900 
acctgataga cacggcgaag tatggaactc 960 
ttgacgaccc gcaagaatgc gttgataact 1020 
gtagagattc cgtcaaactt ccgatgttcg 1080 
gtcatatcgc atcactcttc cctaacttcc 1140 
tggtgcccgt ggagaacgct cctagtgggc 1200 
taatctgcca ttctcacagg gttactttcg 1260 
tcaagaccat tatggaaagg cctgaaaagg 1320 
ctgctggtcg tgtatcatgg tttgttgacg 1380 
aaaaaaagta taaattccac caaggtttgt 1440 
1448 



<210> 32 
<211> 315 
<212> PRT 

■<213> Saccharontyces cerevisiae 
<400> 32 

Met Thr Thr Thr Val Pro Lys He Phe Ala Phe His Glu Phe Ser Asp 
15 10 15 

Val Ala Glu Ala Val Ala Asp His Val Val His Ala Gin Asp Gly Ala 
20 25 30 

Leu Ala Pro Lys Asn Glu Arg Lys His Ser Val Pro Asn He Ser Met 
35 40 45 

Asn Ala Leu Asp Met Thr Arg Glu Ala Ser Cys Lys Ser Thr Ala Ser 
50 55 60 
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Ala Ala Glu Gly Lys Ser Gly Ser Ser Gly Ser Gly Ser Gly Ser Ser 
65 70 75 80 

Lys Pro Lys Lys Glu Lys Arg Phe Lys lie Ala Leu Ser Gly Gly Ser 
85 90 95 

Leu He Glu Val Leu His Glu Gly Leu Leu Lys Arg Asp Asp Val Arg 
100 105 110 

Trp Gly Asp Trp Asp He Tyr Phe Ala Asp Glu Arg Leu Val Pro Phe 
115 120 125 

Ser Ser Asn Glu Ser Asn Tyr Gly Cys Ala Lys Arg Lys He Leu Asp 
130 135 140 

Leu He Asp Thr Ala Lys Tyr Gly Thr Pro Lys Val Tyr His He Asp 
145 150 155 160 

Glu Ser Leu He Asp Asp Pro Gin Glu Cys Val Asp Asn Tyr Glu Lys 
165 170 175 

Val Leu He Arg Gly Phe Ala Gly Arg Asp Ser Val Lys Leu Pro Met 
180 185 190 

Phe Asp Leu Phe Leu Leu Gly Cys Ala Pro Asp Gly His He Ala Ser 
195 200 205 

Leu Phe Pro Asn Phe Gin Asp Asn Leu Arg Glu Lys Leu Ala Trp Val 
210 215 220 

Val Pro Val Glu Asn Ala Pro Ser Gly Pro Ser Thr Arg He Ser Leu 
225 230 235 240 

Thr He Pro Val He Cys His Ser His Arg Val Thr Phe Val Val Glu 
245 250 255 

Gly Ala Thr Lys Ala Pro He He Lys Thr He Met Glu Arg Pro Glu 
260 265 270 

Lys Gly Leu Pro Ser Ser He Val Asn Glu Gly Ala Ala Gly Arg Val 
275 280 285 

Ser Trp Phe Val Asp Asp Asp Ala Leu Thr Asp Val Leu Val Thr Lys 
290 295 300 

Lys Lys Tyr Lys Phe His Gin Gly Leu Ser He 
305 310 315 
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<210> 33 
<211> 1196 
<212> DNA 

<213> Saccharom/ces cerevisiae 
<400> 33 

tagtaattag tttcttatga tggatttaat 
gaggataatc tacttgcagc atgaatgaaa 
ctcagctacc gattagtgtt gttgactttt 
tagtcatccc tccacacaag attcgctctt 
catagtgctt aatgtcgaag gctttataga 
gcactagcag ttagttaact ttctggaacg 
gagcgttcgc gaaatcggga aaacattata 
gaacttttaa gcaaattatc gtaagataga 
aatatagaaa caattttatt atgatacctt 
ttacaacgct attattgttg ttagtgtttt 
tagagataaa agaggaaact tctaaagcat 
gatcttccag ggaatatgct gctatgccga 
tagacgaaga aattaatgaa ataaaacaga 
ttgatgatag tttgtcggcc attaaaaacg 
atgttcaaaa agaatactcc ctcatactag 
gcacctgttc atatagcaag ggcatgaagg 
caaactacta tattatagaa cttgacaaac 
tcaagttggt gaccggtaga ggaactgttc 
gaggtaatga agaaatcaag aaactgcaca 
tctggagtga tggtaaattc tcggtfcgagc 



ggcgtagttc atccgcgttt aatttaacta 60 
atagtaagcc agtaaggatg cactgacaga 120 
ccgcaagatc cttttctccc tctttggacc 180 
aagtagtggc gcaggctgtt cgcttttaag 240 
tcccaaatac tacgccttga gaaattgaat 300 
cgcatgacgc gtcccggggc gcctgaggcg 360 
ctgggaaaga tcactatcta ttctctaaat 420 
aaagacgaaa ccttagcaac ctagcggttt 480 
ccaataagag aaatgctaga attttaagca 540 
tcgtagcgca aaatgcgaac ttcttgacgg 600 
btagtactaa tatggacaat atggctggag 660 
cttctaccac gaataagggg agctctgaag 720 
aggtgggact ccaacagccc atagcatcgg 780 
ataaagggtc gcgaataacc aaagctttta 840 
acttgtctcc gattataata tttagtaaaa 900 
aactgcttga aaatgagtat cagtttatcc 960 
atggacatgg ggaagagctg caagaatata 1020 
caaacctttt ggttaatgga gtatcaagag 1080 
ctcaagggaa acttttagaa tcattacaag 1140 
aacgtgaaaa accttccaat aattga 1196 



<210> 34 
<211> 231 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 34 

Met lie Pro Ser Asn Lys Arg Asn Ala Arg lie Leu Ser lie Thr Thr 
15 10 15 

Leu Leu Leu Leu Leu Val Phe Phe Val Ala Gin Asn Ala Asn Phe Leu 
20 25 30 

Thr Val Glu lie Lys Glu Glu Thr Ser Lys Ala Phe Ser Thr Asn Met 
35 40 45 

Asp Asn Met Ala Gly Gly Ser Ser Arg Glu Tyr Ala Ala Met Pro Thr 
50 55 60 

■ 43 
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Ser Thr Thr Asn Lys Gly Ser Ser Glu Val Asp Glu Glu lie Asn Glu 
65 70 75 80 

He Lys Gin Lys Val Gly Leu Gin Gin Pro He Ala Ser Val Asp Asp 
85 90 95 

Ser Leu Ser Ala He Lys Asn Asp Lys Gly Ser Arg He Thr Lys Ala 
100 105 110 

Phe Asn Val Gin Lys Glu Tyr Ser Leu He Leu Asp Leu Ser Pro He 
115 120 125 

He He Phe Ser Lys Ser Thr Cys Ser Tyr Ser Lys Gly Met Lys Glu 
130 135 140 

Leu Leu Glu Asn Glu Tyr Gin Phe He Pro Asn Tyr Tyr He He Glu 
145 150 155 160 

Leu Asp Lys His Gly His Gly Glu Glu Leu Gin Glu Tyr He Lys Leu 
165 170 175 

Val Thr Gly Arg Gly Thr Val Pro Asn Leu Leu Val Asn Gly Val Ser 
180 185 190 

Arg Gly Gly Asn Glu Glu He Lys Lys Leu His Thr Gin Gly Lys Leu 
195 200 205 

Leu Glu Ser Leu Gin Val Trp Ser Asp Gly Lys Phe Ser Val Glu Gin 
210 215 220 

Arg Glu Lys Pro Ser Asn Asn 
225 230 



<210> 35 
<211> 1889 
<212> DMA 

<213> Saccharoiryces cerevisiae 
<400> 35 

tcaaatccag cttcttttca agcaatattg tcacaaacga tgatgagaat agcattgaag 60 
aggataagaa tttacgctat tcagatgcta gtgcatctga aaattatctg gtcaagccca 120 
caataccagg tacgactcct gatccaataa ttgaggcgca gaacgataat gatagtagtg 180 
atagtagcgg catagatttg atagccttct taagaaatgg accattataa agtttttgta 240 
tcgcgatgtt tgaaaatgga aagtaaggaa cgtaatacaa attgacaagt agccgacatg 300 
aatgacgctc acttctctta tatatgttag gtagtatatg cattatagaa tttattcatt 360 

44 
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gaagcaatgt gattcctcga taagtaagct ttttttctgt ctggcggcga accattagag 420 

aacaaaagac cgagttaaga aaaagttcat aaaaaacttt tgaaaatgga tgagtgctcg 480 

tataatggaa taggaaactt atgcaaagaa ataataggtt aagaaatttg tttacagtgc 540 

cagtaataat ggctcgacaa ctcaaaagga atgcattatc tgcaggtctt gcttttgcag 600 

gtaatgcaac ctcaaatgag tttgatgaac atttgcaaaia tgaggttgaa agagagaggg €60 

aaattcaaaa gaaaaaaaaa ataaagcgaa ctcaatcaaa aaaatcgcca gatttgatta 720 

ataaatctac ttttcaatca cgaacgatag gcagcaaaaa agagaaacat agacaactag 780 

atccagagta tgaaattgtc atcgatggcc ctctaaggaa aatcaagccc taccatttta 840 

cgtacaggac cttttgcaaa gagcgttgga gagataaaaa attggttgat gtctttatat 900 

ctgaatttcg agatcgtgaa tctgaatatt ataaaagaac aatcgaaaac ggggacgttc 960 

atataaacga tgaaactgcg gacttatcta ctgtaattcg caatggtgac ctgattacgc 1020 

atcaggtaca tagacatgaa cctccagtca cttccaggcc tatcaaagtt atttttgaag 1080 

atgataacat aatggttatt gataaaccga gcggtatacc tgttcaccca actggccgat 1140 

atcggttcaa tacaattacg aaaatgcttc aaaataatct cggatttgtt gtgaacccat 1200 

gtaataggtt agataggctt acaagtggat taatgttttt ggcaaaaact ccgaagggag 1260 

ccgataatat cggcgatcaa ctaaaagctc gagaagtcac taaggaatac gtggccaagg 1320 

tagttggaga atttccagaa acggaagtaa ttgttgaaaa acctctaaaa ctgatcgagc 1380 

caaggcttgc tcttaatgca gtttgtcaaa tggacgagaa aggagccaaa catgcaaaaa 1440 

ctgtttttaa cagaatcagc tacgacggta aaacgagtat tgtaaagtgc aaaccgctta 1500 

ccgggcgatc acatcaaatt agagtacatt tacagtactt aggccaccca attgctaacg 1560 

atcctattta ttccaatgat gaagtatggg gtaacaatct cggaaaaggc ggccaggctg 1620 

acttcgatat agt tat tact aagctagacg aaatagggaa aagaaaacct gctaaaagtt 1680 

ggttccatag taatggcggg tacggtgagg tattaaggca agaaaaatgt tctatttgtg 1740 

aatctgattt gtatactgat cctggcccca atgatcttga tctgtggtta catgcctatc 1800 

tatacgaatc aactgagact gaagaaggaa ccgaaaagaa aaagtggtgc tacaaaacag 1860 

agtatccaga atgggctctg agaagatag 1889 



<210> 36 
<211> 462 
<212> PRT 

<213> Saccharoniyces cerevisiae 
<400> 36 

Met Gin Arg Asn Asn Arg Leu Arg Asn Leu Phe Thr Val Pro Val He 
15 10 15 

Met Ala Arg Gin Leu Lys Arg Asn Ala Leu Ser Ala Gly Leu Ala Phe 
20 25 30 

Ala Gly Asn Ala Thr Ser Asn Glu Phe Asp Glu His Leu Gin Asn Glu 
35 40 45 

Val Glu Arg Glu Arg Glu He Gin Lys Lys Lys Lys He Lys Arg Thr 
50 55 60 

Gin Ser Lys Lys Ser Pro Asp Leu He Asn Lys Ser Thr Phe Gin Ser 
65 70 75 80 
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Arg Thr lie Gly Ser Lys Lys Glu Lys His Arg Gin Leu Asp Pro Glu 
85 90 95 

Tyr Glu lie Val lie Asp Gly Pro Leu Arg Lys He Lys Pro Tyr His 
100 105 110 

Phe Thr Tyr Arg Thr Phe Cys Lys Glu Arg Trp Arg Asp Lys Lys Leu 
115 120 125 

Val Asp Val Phe lie Ser Glu Phe Arg Asp Arg Glu Ser Glu Tyr Tyr 
130 135 140 

Lys Arg Thr He Glu Asn Gly Asp Val His He Asn Asp Glu Thr Ala 
145 150 155 160 

Asp Leu Ser Thr Val lie Arg Asn Gly Asp Leu He Thr His Gin Val 
165 170 175 

His Arg His Glu Pro Pro Val Thr Ser Arg Pro He Lys Val He Phe 
180 185 190 

Glu Asp Asp Asn He Met Val He Asp Lys Pro Ser Gly He Pro Val 
195 200 205 

His Pro Thr Gly Arg Tyr Arg Phe Asn Thr He Thr Lys Met Leu Gin 
210 215 220 

Asn Asn Leu Gly Phe Val Val Asn Pro Cys Asn Arg Leu Asp Arg Leu 
225 230 235 240 

Thr Ser Gly Leu Met Phe Leu Ala Lys Thr Pro Lys Gly Ala Asp Asn 
245 250 255 

He Gly Asp Gin Leu Lys Ala Arg Glu Val Thr Lys Glu Tyr Val Ala 
260 265 270 

Lys Val Val Gly Glu Phe Pro Glu Thr Glu Val He Val Glu Lys Pro 
275 280 285 

Leu Lys Leu He Glu Pro Arg Leu Ala Leu Asn Ala Val Cys Gin Met 
290 295 300 

Asp Glu Lys Gly Ala Lys His Ala Lys Thr Val Phe Asn Arg He Ser 

305 310 315 320 

Tyr Asp Gly Lys Thr Ser He Val Lys Cys Lys Pro Leu Thr Gly Arg 
325 330 335 
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Ser His Gin lie Arg Val His Leu Gin Tyr Leu Gly His Pro lie Ala 
340 345 350 

Asn Asp Pro lie Tyr Ser Asn Asp Glu Val Trp Gly Asn Asn Leu Gly 
355 360 365 

Lys Gly Gly Gin Ala Asp Phe Asp He Val He Thr Lys Leu Asp Glu 
370 375 380 

He Gly Lys Arg Lys Pro Ala Lys Ser Trp Phe His Ser Asn Gly Gly 
385 390 395 400 

Tyr Gly Glu Val Leu Arg Gin Glu Lys Cys Ser lie Cys Glu Ser Asp 
405 410 415 

Leu Tyr Thr Asp Pro Gly Pro Asn Asp Leu Asp Leu Trp Leu His Ala 
420 425 430 

Tyr Leu Tyr Glu Ser Thr Glu Thr Glu Glu Gly Thr Glu Lys Lys Lys 
435 440 445 

Trp Cys Tyr Lys Thr Glu Tyr Pro Glu Trp Ala Leu Arg Arg 
450 455 460 



<210> 37 
<211> 1364 
<212> DNA 

<213> Saccharoinyces cerevisiae 
<400> 37 

tattccgact agaaaaaaat taaattttct aactacaaaa aattgcctgc atatatgtaa 60 

ggatgtaaca ggaaatgtat gggtcacata ttaatagctt gttttactcc ataaaagagt 120 

ctgatattca gaaaaaacac ccatacatgt tgaaaaataa tgcattgtga aaaaaagtgg 180 

ttgaaaaatg tatgcgatct aggaaaaact gaattttcct taggttgtcg ctcctcctct 240 

agaaggatgc tgtggccttt gacctgggcg gaaattctct ctgtttccct ctagctgagg 300 

gaaacagaac tggtagcagt tcgttccggc caggccgcgt gagcctatac caccgaatat 360 

tatcctagcg cagagagtaa cactggcaaa gtcaaaagta aatgccatgt aaaatgtata 420 

ggttacgcag tagactattt aatatatacc tttttattta gcagtgtttc gaaaaataca 480 

gcaagagaat aagcaacaag atgtctgccg tcccaagtgt ccaagtatgt taaataattt 540 

aaacgatgtc acgaatttgt gagggatatt gaaaccatgc agtgagataa tttcaattta 600 

agaaccatat cacctgaata agacgggtgg ggcaagcact agatgcgaat catagtttta 660 

gaacaacgga tcaccatttc acacgttaaa gaccgagtag aaataaccaa taaattgtgt 720 

gggaaaatat tatacttaat ttctctgtgg agtaaagtaa tgagcgtctt ttgcggtctt 780 

atttattcat tcgctcccct tgcaatgaat tttgaacaga atgctccaaa gaggaagtgc 840 

cagggtacct cacttgtttc acccttttac acagttcata atatttttga ggattttgaa 900 

42 
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tttctgtttt actaacatgt gacacgaaat gtttttcatt tttggt^^ taacagactt 960 
ttggtaagaa gaaatcagct accgctgttg cccacgtcaa ggccggtaag ggtttgatta 1020 
aggtcaacgg ttctccaatc actttggttg aaccagaaat cctaagattc aaggtctacg 1080 
aaccattatt gttggttggt ttggacaagt tctccaacat cgatatcaga gttagagtca 1140 
ctggtggtgg tcatgtttct caagtctacg ccatcagaca agctattgct aagggtttag 1200 
tcgcttacca ccaaaagtac gttgacgaac aatccaagaa cgaattgaag eiaggccttca 1260 
cctcttacga cagaactttg ttgatcgctg attctagaag accagaacca aagaaattcg 1320 
gtggtaaggg tgctcgttct agattccaaa aatcttaccg ttaa 1364 



<210> 38 
<211> 143 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 38 

Ket Ser Ala Val Pro Ser Val Gin Thr Phe Gly Lys Lys Lys Ser Ala 
15 10 15 

Thr Ala Val Ala His Val Lys Ala Gly Lys Gly Leu He Lys Val Asn 
20 25 30 

Gly Ser Pro He Thr Leu Val Glu Pro Glu He Leu Arg Phe Lys Val 
35 40 45 

Tyr Glu Pro Leu Leu Leu Val Gly Leu Asp Lys Phe Ser Asn He Asp 



He Arg Val Arg Val Thr Gly Gly Gly His Val Ser Gin. Val Tyr Ala 
65 70 75 80 

He Arg Gin Ala He Ala Lys Gly Leu Val Ala Tyr His Gin Lys Tyr 
85 90 95 

Val Asp Glu Gin Ser Lys Asn Glu Leu Lys Lys Ala Phe Thr Ser Tyr 
100 105 110 

Asp Arg Thr Leu Leu He Ala Asp Ser Arg Arg Pro Glu Pro Lys Lys 
115 120 125 

Phe Gly Gly Lys Gly Ala Arg Ser Arg Phe Gin Lys Ser Tyr Arg 
130 135 140 



<210> 39 
<211> 1088 
<212> DNA 

48- 
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<213> Saccharom/ces cerevisiae 
<400> 39 

ttcaaaatac gagtaaagga gatcctaggt 
ctttttccgg ttaattctcc gcgctttcgt 
acgcatggag gcttctacaa aacagcgtgc 
ggaaacaccg gtaaatcgcg caagaccttg 
cacttgtcta cagaacttga aaagtacaaa 
agctttaaga tatggtgcga atcgttacag 
gttctcttct gaagaagtta ccgccctact 
tgtgtgttcg actggaaagc ggagaacatt 
cagactttta agaaacattg atggagccat 
aaatgtctgc tcctgctacg cttgatgctg 
tgtcacatta ctaataaaga gcttacactc 
tacatataca taaagcagaa tactaacaat 
ccttcaaatt gattgaaaca aagtactcgt 
aaggtcatgc tttaatcatt cctaagtacc 
aattccttac cgatgctatg ccgattgcca 
cttataatgt gttgcagaat aatggtaaaa 
tccatttgat tcctaagaga gatgagaaaa 
aaacggactt cgataagttg ggcaagctac 
ccgattag 



gtggattagt aaggggagtg tggcaacttc 60 
tagactattt tgcaaggacc caaataggag 120 
cgttttgatg gcatgagcag ggggcgcaaa 180 
ttggccacgt agcctcaaag gttgaattga 240 
aggaggtcac ataaaacagt aagcttgaga 300 
aatattcctt gcagaaataa tggcgggtcc 360 
gaagcattgc tgtacgatcg tgtaatgtga 420 
atgaagtaaa aggacaatca gcacgccttc 480 
tgatatcggc accgtaccta acaacaacaa 540 
cctgtatttt ttgcaagatt attaaaagta 600 
acaccaatga tggcgatagt ctctatgtag 660 
cgatccgcta tgcaacaggc gaaattccat 720 
atgctttctt ggacatccaa cctactgctg 780 
atggtgcgaa gttgcatgac atcccggacg 840 
agagactggc caaggcaatg aagttggaca 900 
ttgcgcatca agaagtcgac cacgtccact 960 
gtggtttgat tgtagggtgg ccagcccasig J02O 
acaaggaatt gcttgccaaa ctagaaggct 1080 
1088 



<210> 40 
<211> 158 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 40 

Met Glu Pro Leu lie Ser Ala Pro Tyr Leu Thr Thr Thr Lys Met Ser 
15 10 15 

Ala Pro Ala Thr Leu Asp Ala Ala Cys He Phe Cys Lys He He Lys 
20 25 30 

Ser Glu He Pro Ser Phe Lys Leu He Glu Thr Lys Tyr Ser Tyr Ala 
35 40 45 

Phe Leu Asp He Gin Pro Thr Ala Glu Gly His Ala Leu He He Pro 
50 55 , 60 

Lys Tyr His Gly Ala Lys Leu His Asp He Pro Asp Glu Phe Leu Thr 
65 70 75 80 

Asp Ala Met Pro He Ala Lys Arg Leu Ala Lys Ala Met Lys Leu Asp 
85 90 95 
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Asp His Val His Phe His Leu lie Pro Lys Arg Asp Glu Lys Ser Gly 
115 120 125 

Leu lie Val Gly Trp Pro Ala Gin Glu Thr Asp Phe Asp Lys Leu Gly 
130 135 140 

Lys Leu His Lys Glu Leu Leu Ala Lys Leu Glu Gly Ser Asp 
145 150 155 



<210> 41 
<211> 578 
<212> DNA 

<213> Saccharon^i^ces cerevisiae 
<400> 41 

aaaggtggtt ggagactttg tgttgtagct 

acctcttctc ctctttcgac acttcgttta 

ttcagaatgc tttctttatt tcacgacggt 

accagtacct ttccttatta gattcatctt 

cgacgcgtgt cgcaccatgg aaaaggtgtc 

tcattgctgg cagaaatccc atcttcctct 

acgaatgtaa tatttctgaa tgttaaataa 

tctttgaaat ttcgcttgtt ttctgttttc 

tcatatcgac ttaattccaa atgagagcta 

agagaaagag acggaaggtg agagccagat 



Thr Tyr Asn Val Leu Gin Asn Asn Gly Lys lie Ala His Gin 
100 105 110 



tagaatttct tccactatat gaaagccaag 60 
tttccacttt cccttattta gtattcatcg 120 
taccacaccc gtacaccctt atctcatttc 180 
attttatttt aggattttta ggtcattgta 240 
gcagctgcga tgctatccat ttacccgtca 300 
gctggggtga tttatatata tggagagtta 360 
ttgttatccg tcattattgt ttcacttctc 420 
atcttatatt ttacttcaat cctaagatag 480 
agtggagaaa gaagagaact agaagactta 540 
ccaaataa 578 



<210> 42 
<211> 25 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 42 

Met Arg Ala Lys Trp Arg Lys Lys Arg Thr Arg Arg Leu Lys Arg Lys 
15 10 15 

Arg Arg Lys Val Arg Ala Arg Ser Lys 
20 25 



<210> 43 
<211> 1268 
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<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 43 

catgcggacc ttgtgtgttt tgtttctaga 
aaaccactgt atagttgtat aagataggat 
gctctttaat attgcaacgg cttgtaacgg 
tactatatga aaaaatgaaa agaggccctg 
ttgcatctgt ggtttgcctg acggcagcga 
attttccacc atggattcag cacccaaaca 
ttttactgaa gatgagggta aatagaggcc 
attgaaaatc tactcacatc tcttttttgg 
agaaccaaat aggactaaaa atggtatgta 
taatgtgcta tggaagaaaa aagtctcctt 
ctgaagaaaa tttacagcta cagtattact 
ctcaccagct acaacttggt aacagaaatt 
tggaagtttt cgaaattata atattggtct 
ttttttggat aatgcattgc acagagcgta 
actggctcat aaaaacagga acttttacta 
atcaataggc cggcgttaaa gcttacgaac 
ctcaattggt tgacttgaaa aaggagttgg 
catctttgcc aaagatcaag accgtcagaa 
acgaacaaca aagagaagct gttagacaat 
acttgagagc caagaagacc agagctttga 
aagttaccga aaagcaaaga aagaagcaaa 
aggcttaa 



ttgttttatt tttatgattg ttgaagatat 60 
aatgatggtg cactgaaaat aaacttacta 120 
gcgccatgat gacattcaga attataccac 180 
ctttgaaccc gtacatttta ttctataata 240 
gtccaacaca aagtctggca tatgctacga 300 
tttgaatttt ttttcatgtc gattgtgaaa 360 
tgcaatcgtc atcatatgag aaatggatat 420 
gggtttggta gtacagtgag aacacgataa 480 
gagatgaata tacatgaaac ggacgtgata 540 
taatgtctgc aggataaata atcaagtggt 600 
gcaaaccttg caggcaaata tcagagagat 660 
tataagttta tggcacttgt taaaattgtt 720 
tcagaaacct ggaaccacat gtgaactatt 780 
ttagtgtata cgagaatcta aaaatttgaa 840 
acagttatga ttttttgttc ccattttctt 900 
taagaaccaa atccaaggaa caattagctt 960 
ctgaattgaa ggtccaaaag ttgtccagac 1020 
agagtatcgc ctgtgtcttg accgtcatca 1080 
tatacaaggg taagaagtac caaccaaagg 1140 
gaagagcttt gaccaaattc gaagcttccc 1200 
tcgctttccc acaaagaaag tacgctatca 1260 
1268 



<210> 44 
<211> 120 
<212> PRT 

<213> Saccharoniyces cerevisiae 
<400> 44 

Met Ala Gly Val Lys Ala Tyr Glu Leu Arg Thr Lys Ser Lys Glu Gin 
15 10 15 

Leu Ala Ser Gin Leu Val Asp Leu Lys Lys Glu Leu Ala Glu Leu Lys 
20 25 30 

Val Gin Lys Leu Ser Arg Pro Ser Leu Pro Lys lie Lys Thr Val Arg 
35 40 45 

Lys Ser lie Ala Cys Val Leu Thr Val lie Asn Glu Gin Gin Arg Glu 
50 55 60 

Ala Val Arg Gin Leu Tyr Lys Gly Lys Lys Tyr Gin Pro Lys Asp Leu 
65 70 75 80 

51_ 
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Arg Ala Lys Lys Thr Arg Ala Leu Arg Arg Ala Leu Thr Lys Phe Glu 
85 90 95 

Ala Ser Gin Val Thr Glu Lys Gin Arg Lys Lys Gin lie Ala Phe Pro 
100 105 110 

Gin Arg Lys Tyr Ala lie Lys Ala 
115 120 



<210> 45 
<211> 2660 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 45 

tgggtgtcgt caaacaggat gccgtggaat catacgaacc gcacattgtg gtagagctac 60 
aaagcgatac gaaagaagat atggtatcta acgtatcccg tattgttgct tgggaaaaga 120 
tgtggttaga acaacatcca gatggagtca caaatgaata tcaagggcct cgtagcgatg 180 
acgaagacga tgaagacagt gagtaggcgt tccataactt tgtgtatcta catatataca 240 
tatataattg taaattagta acagtagtaa tagtagtgcc tattataaag ggttttcttt 300 
aagtaatgtc atgtacttgt ttaatgtgac tttggtaata tattttcatt ctccgatgcc 360 
gatgcccagt ggaaaagttt aaagtgaaaa atttttcaac acatacaagt ttaataagtt 420 
ggttttgatg caaatagcat tactaaagaa gagcgctagg ataattgtgc attgctattg 480 
tgatttttga tacagaaatt atgcactatg tggtactaga gctgcaagtt gcgcatttgc 540 
cagatacccc caaggatcaa tgtcgcattg cgaatatagc atttcaaatt gtgaatgctg 600 
aaacattagt atgccattat gggaccaatt ctttaccgag cattgaagta aacgggacga 560 
caaagagttt ggagagtgca atggtgcaat tggacaagga tattcatgac gttattggta 720 
acgacgactt tgttcttgtt tccctgtatt caacatggca tatccgtgtt accttaccac 780 
gtcaagcgag agatgatggg tttattctta cttcttattt acaacatccg aaagtatttg 840 
acttatggaa ggaattcgat agatggtgtg tcaaccatcc ggagattttg ggacaaaaga 900 
aagcaatctc caacaacaat tgtaatacta aaagtattag tattaatgca gccaaaaata 960 
cgaaggattt ggacgaaata gttagaatat tggaagtttc aatcccaact gaagaggcag 1020 
gctctgttcc agagatatac tctcttttaa aaaggacaac ggatatatta atacaattgc 1080 
acaaaaagtg tacttcccct gaagatatgg aatctgtctt aacaaaacca tatgactcac 1140 
acaccgatat tagagcgttt ttgcaagaga aatctaagat tttgtacatg aacaatttac 1200 
cgcccgacac aactcaaagt gagttggaat catggtttac ccaatatggt gttagaccag 1260 
ttgggttttg gactgtcaaa aacatcgtag aagatacgtc taacgttaat aataactgga 1320 
gtctaaataa cagtccctat gtggaagatc aagatagtat ctcaggattt gttgtcttcc 1380 
aaacacatga agaagcaact gaagtactag cgttgaatgg gagatcaatc ctatctaatc 1440 
tggcaaacac taagcaacca agggtggtgg aacatgtcct tgagcttcaa ccttcttcca 1500 
ccggagtact cgataaggct caagaaattt tatcgccttt ccctcaaagt aaaaacaaac 1560 
caagaccagg tgactggaat tgcccatctt gtggtttttc aaactttcaa agacgtactg 1620 
catgttttag atgttctttt ccggcaccat caaatagtca aatacatact gcgaactcaa 1680 
acaataatgt taacagtagt agaaataatt taaacaatcg cgtgaactcg ggatcttcaa 1740 
gcaatattag taacactgca gcgaatcacc cctatggtgc ccctgagttc aacatgattg 1800 

53 
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ctaacaacac gccagcagct ttaacataca atagagctca ttttcctgca attacgccat 1860 

tgtcgcgaca aaattcattg aacatggcac catcgaacag tgggtcgccg ataattatag 1920 

cggatcattt ttcgggaaat aataatatag ccccaaatta tcgttataat aataatatta 1980 

acaataacaa caataatatt aacaatatga ccaataatag atataacatt aataacaaca 2040 

tcaacggtaa tgggaatggt aatgggaaca acagtaataa caataacaat cataataaca 2100 

atcataataa caatcatcat aatggtagta tcaatagtaa tagtaatacc aataataata 2160 

ataataataa caatggtaac aatagtaata attgtaattc caatatcggt atgggaggat 2220 

gtggctccaa catgccattt agagcaggag attggaagtg ttccacgtgc acgtatcata 2280 

actttgctaa aaacgtagtg tgcttacgct gtggtggtcc aaaatcaata agcggcgatg 2340 

caagtgaaac caatcattac atagattcat caacatttgg accagcgtcg cgtactccca 2400 

gtaataacaa tatttctgtt aatactaatg gtggtagcaa tgctggtcgc accgatggga 2460 

acgataacaa aggtcgtgat attagtttga tggaatttat gtcaccaccg ttatcgatgg 2520 

caacaaagtc aatgaaggag ggagatggga atggtagctc gtttaacgag ttcaaaagtg 2580 

acaaagctaa cgttaatttt tccaatgttg gtgataatag cgctttcggt aatggtttta 2640 

atagttcaat acgttggtag 2660 



<210> 46 

<211> 719 

<2i2> PRT 

<213> Saccharomyces cerevisiae 

<400> 46 

Met His Tyx Val Val Leu Glu Leu Gin Val Ala His Leu Pro Asp Thr 
1 5 10 15 

Pro Lys Asp Gin Cys Arg He Ala Asn He Ala Phe Gin He Val Asn 
20 25 30 

Ala Glu Thr Leu Val Cys His Tyr Gly Thr Asn Ser Leu Pro Ser He 
35 40 45 

Glu Val Asn Gly Thr Thr Lys Ser Leu Glu Ser Ala Met Val Gin Leu 
50 55 60 

Asp Lys Asp He His Asp Val He Gly Asn Asp Asp Phe Val Leu Val 
65 70 75 80 

Ser Leu Tyr Ser Thr Trp His He Arg Val Thr Leu Pro Arg Gin Ala 
85 90 95 

Arg Asp Asp Gly Phe He Leu Thr Ser Tyr Leu Gin His Pro Lys Val 
100 105 110 

Phe Asp Leu Trp Lys Glu Phe Asp Arg Trp Cys Val Asn His Pro Glu 
115 120 125 

He Leu Gly Gin Lys Lys Ala He Ser Asn Asn Asn Cys Asn Thr Lys 
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Ser He Ser He Asn Ala Ala Lys Asn Thr Lys Asp Leu Asp Glu He 
145 150 155 160 

Val Arg He Leu Glu Val Ser He Pro Thr Glu Glu Ala Gly Ser Val 
165 170 175 

Pro Glu He Tyr Ser Leu Leu Lys Arg Thr Thr Asp He Leu He Gin 
180 185 190 

Leu His Lys Lys Cys Thr Ser Pro Glu Asp Met Glu Ser Val Leu Thr 
195 200 205 

Lys Pro Tyr Asp Ser His Thr Asp He Arg Ala Phe Leu Gin Glu Lys 
210 215 220 

Ser Lys He Leu Tyr Met Asn Asn Leu Pro Pro Asp Thr Thr Gin Ser 
225 230 235 240 

Glu Leu Glu Ser Trp Phe Thr Gin Tyr Gly Val Arg Pro Val Gly Phe 
245 250 255 

Trp Thr Val Lys Asn He Val Glu Asp Thr Ser Asn Val Asn Asn Asn 
260 265 270 

Trp Ser Leu Asn Asn Ser Pro Tyr Val Glu Asp Gin Asp Ser He Ser 
275 280 285 

Gly Phe Val Val Phe Gin Thr His Glu Glu Ala Thr Glu Val Leu Ala 
290 295 300 

Leu Asn Gly Arg Ser He Leu Ser Asn Leu Ala Asn Thr Lys Gin Pro 
305 310 315 320 

Arg Val Val Glu His Val Leu Glu Leu Gin Pro Ser Ser Thr Gly Val 
325 330 335 

Leu Asp Lys Ala Gin Glu He Leu Ser Pro Phe Pro Gin Ser Lys Asn 
340 345 350 

Lys Pro Arg Pro Gly Asp Trp Asn Cys Pro Ser Cys Gly Phe Ser Asn 
355 360 365 

Phe Gin Arg Arg Thr Ala Cys Phe Arg Cys Ser Phe Pro Ala Pro Ser 
370 375 380 



Asn Ser Gin He His Thr Ala Asn Ser Asn Asn Asn Val Asn Ser Ser 
54 



ntedr17-08-2000| 



54: 



